tO/509599 

DT05|^d PCT/PTQ 2 6 SEP 2004, 



SEQUENCE LISTING 

<110> Delaney, Allen 

<120> Cancer Associated Protein Kinases and their Uses 

<130> SMAR-043 

<150> 60/368,853 
<151> 2002-03-28 

<150> PCT/CA03/00409 
<151> 2003-03-21 

<160> 28 

<170> FastSEQ for Windows Version 4.0- 

<210> 1 

<211> 525 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> HSM801163 kinase polynucleotide 
<400> 1 

atgtggcagg gccttacgac catctctgct gatgaggaga cccttactga tcattatagg 60 

ctcctcgaga tcatcagcca ggacagcttc accagggtga atgaagttca ccaagtacct 120 

tctcactggg cagcaaaggg ggatatccat agggacctga agcccaagaa tttccttgtg 180 

gtccatcaca acataaaaat aacagacttt ggatttgata ccaggttcac tgtaggccag 240 

aagctgggca ccttcgttac acgtttgtta gctgttttgg agccaacttc tggagacagt 300 

atttgcaagt ctgcatgcag gccgagaaaa cggaaaggca catgccttcc tggcatagca 360 

ttagccagaa ctcagtgctt tggtctagtc ccagagaggt ggctggtgcc acctttgcca 420 

ggacctgtgg ctgatcagct gctccctatt gttgccacaa taaaggattc tggcttttct 480 

aaggagagag agatgccaga tcccaggccc acatgtttgg gatag 525 



<210> 2 
<211> 174 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> HSM801163 kinase polypeptide 



<400> 2 



Met 


Trp 


Gin 


Gly 


Leu 


Thr 


Thr 


He 


Ser 


Ala 


Asp Glu 


Glu 


Thr 


Leu Thr 


1 








5 










10 








15 


Asp His 


Tyr 


Arg 


Leu 


Leu 


Glu 


He 


He 


Ser 


Gin Asp 


Ser 


Phe 


Thr Arg 








20 










25 








30 




Val 


Asn 


Glu 
35 


Val 


His 


Gin 


Val 


Pro 
40 


Ser 


His 


Trp Ala 


Ala 
45 


Lys 


Gly Asp 


He 


His 
50 


Arg 


Asp 


Leu 


Lys 


Pro 
55 


Lys 


Asn 


Phe 


Leu Val 
60 


Val 


His 


His Asn 


He 


Lys 


He 


Thr 


Asp 


Phe 


Gly 


Phe 


Asp 


Thr 


Arg Phe 


Thr 


Val 


Gly Gin 


65 










70 










75 






80 


Lys 


Leu 


Gly 


Thr 


Phe 
85 


Val 


Thr 


Arg 


Leu 


Leu 
90 


Ala Val 


Leu 


Glu 


Pro Thr 
95 



BEST AVAILABLE COPY 



Ser Gly 


Asp 


Ser 
100 


lie 


f 


1 


Ser 


Gly Thr 


Cys 
115 


Leu 


Pro 


Gly 


lie 


Ala 
120 


L^n Val 
Lieu v ax 


Pro 


Glu Arg 




Leu 


Val 


130 










135 




rlSp bin 


Leu 


Leu 


Pro 


Tift 
-L X C 


v a. J. 


r\ J. a 


145 








150 






Lys Glu 


Arg 


Glu 


Met 
165 


Pro 


Asp 


Pro 



Ala Cys Arg Pro Arg Lys A^^fcys 

105 110 
Leu Ala Arg Thr Gin Cys Phe Gly 
125 

Pro Pro Leu Pro Gly Pro Val Ala 
140 

Thr lie Lys Asp Ser Gly Phe Ser 
155 160 
Arg Pro Thr Cys Leu Gly 
170 



<210> 3 

<211> 1242 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (0) . . . (0) 

<223> PCTK3 kinase DNA 



<400> 3 

aagaggctct 

atggagagcc 

gacattggct 

tatgccacag 

atccggctgg 

aagaacctga 

ctcaccctgg 

aacctcatga 

tactgtcaca 

gagagggggg 

aagacttact 

tccacagagt 

gccacaggga 

cgcctcctcg 

cgcacctaca 

gatacggatg 

tcagcagagg 

cttgaagaca 

taccgaggct 

tgagccacgc 

gtaggatgga 



ctctgcccat 
cagatctgcc 
ttgggaaact 
tcttcaaagg 
agcacgagga 
agcacgccaa 
tgtttgagta 
gcatgcacaa 
cccgcaagat 
agctgaagct 
ccaatgaggt 
actccacccc 
ggcccctctt 
ggacccccac 
gcttcccctg 
gcatccacct 
ctgccctgag 
ctgcctccat 
tggccttcca 
ccaccttgct 
gcctgtgtgg 



ggatatccgc 
caagccgctc 
ggaaacatac 
gcgcagcaaa 
gggagcgccc 
tattgtgacc 
cctggacagt 
cgtcaagatt 
cctgcaccgg 
ggccgacttt 
ggtgaccctg 
cattgctatg 
cccgggctcc 
agaagagacg 
ctacctcccg 
cctgagcagc 
tcactcctac 
cttctccctg 
gcagccagga 
gtggccaagg 
ccctcggagg 



ctgccccagg 
agccgcatgt 
gtgaaactgg 
ctgacggaga 
tgcactgcca 
ctgcatgacc 
gacctgaagc 
ttcatgttcc 
gacctgaagc 
ggactggcca 
tggtacaggc 
tggggcgtgg 
acagtcaagg 
tggcccggcg 
cagccgctca 
ctgctcgtgt 
ttccggtctc 
aaggagatcc 
cgagggaaga 
gacaagagac 
actgaacaac 



aattcctaca 
cccgccgggc 
acaaactggg 
accttgtggc 
tccgagaggt 
tcatccacac 
agtatctgga 
agctgctccg 
cccagaacct 
gggccaagtc 
cccccgatgt 
gctgcatcca 
aggagctgca 
tgaccgcctt 
tcaaccacgc 
atgaatccaa 
tgggagagcg 
agctccagaa 
acaggcggca 
cacatggagc 
cc 



gaagctacag 
ctccctgtca 
agagggcacc 
cctgaaagag 
gtctctgctg 
agatcggtcc 
ccactgtggg 
gggcctcgcc 
gctcatcaac 
agtgcccaca 
gctgctggga 
ctacgagatg 
cctcatcttt 
ctctgagttc 
gcccaggttg 
gagtcgcatg 
tgtgcaccag 
ggacccaggc 
gagcatcttc 
acaaattcgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1242 



<210> 4 
<211> 380 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PCTK3 kinase polypeptide 
<400> 4 

Lys Arg Leu Ser Leu Pro Met Asp lie Arg Leu Pro Gin Glu Phe Leu 

1 5 10 15 

Gin Lys Leu Gin Met Glu Ser Pro Asp Leu Pro Lys Pro Leu Ser Arg 

20 25 30 

Met Ser Arg Arg Ala Ser Leu Ser Asp lie Gly Phe Gly Lys Leu Glu 

35 ~ 40 45 

Thr Tyr Val Lys Leu Asp Lys Leu Gly Glu Gly Thr Tyr Ala Thr Val 

2 



50 



Phe 


Lys 


Gly Arg 


Ser 




P^eu 


Thr 


65 










70 






lie Arg Leu Glu 


His 


Glu 


Glu 


Gly 










85 








Val 


Ser 


Leu 


Leu 


Lvs 


Asn 


Leu 


Lvs 








100 










Asp 


Leu 


He 


His 


Thr 


Asp 


Arg 


Ser 






115 










120 


Asp 


Ser 


Asp 


Leu 


Lys 


Gin 


Tvr 


Leu 




130 










135 




Met 


His 


Asn 


Val 


Lys 


He 


Phe 


Met 


145 










150 






Tyr 


Cys 


His 


Thr Arg Lys 


He 


Leu 










165 








Leu 


Leu 


He 


Asn 


Glu 


Arg 


Gly 


Glu 








180 










Ala Arg Ala 


Lys 


Ser 


v a j_ 


Pro 


Thr 






195 










200 


Thr 


Leu 


Trp 


Tyr Arg 


IT i. VJ 


Pro 


Asp 




210 










215 




Ser 


Thr 


Pro 


He 


Ala 




Tro 


Glv 


225 










230 






Ala 


Thr 


Gly Arg 


Pro 


Leu 


Phe 


Pro 










245 








His 


Leu 


He 


Phe 


Arg 


Leu 


Leu 


Glv 








260 










Gly Val 


Thr 


Ala 


Phe 


Ser 


Glu 


Phe 






275 










280 


Leu 


Pro 


Gin 


Pro 


Leu 


He 


Asn 


His 




290 










295 




He 


His 


Leu 


Leu 


Ser 


Ser 


Leu 


Leu 


305 










310 






Ser 


Ala 


Glu 


Ala 


Ala 


Leu 


Ser 


His 










325 








Arg 


Val 


His 


Gin 


Leu 


Glu 


Asp 


Thr 








340 










He 


Gin 


Leu 


Gin 


Lys 


Asp 


Pro 


Gly 






355 










360 


Pro 


Gly Arg 


Gly Lys Asn 


Arg 


Arg 




370 










375 











60 










Glu 


Asn 


Leu 


Val 


Ala 


Leu 


M 


Blu 






75 










80 


Ala 


Pro 


Cvs 


Thr 


Ala 


He 


Ara 


Glu 




90 










95 




His 


Ala 


Asn 


He 


Val 


Thr 


Leu 


His 


105 










110 






Leu 


Thr 


Leu 


Val 


Phe 


Glu 


Tvr 


Leu 










125 








Asp 


His 


Cys 


Glv 


Asn 


Leu 


Met 


Ser 








140 










Phe 


Gin 


Leu 


Leu 


Arg 


Gly Leu 


Ala 






155 










160 


His 


Arg 


Asp 


Leu 


Lys 


Pro 


Gin 


Asn 




170 










175 




Leu 


Lys 


Leu 


Ala 


Asp 


Phe 


Gly 


Leu 


185 










190 






Lys 


Thr 


Tvr 
y 


Ser 


Asn 


Glu 


Val 


Val 










205 








Val 


Leu 


Leu 


Gly 


Ser 


Thr 


Glu 


Tvr 
j 








220 










Val 


Glv 


Cys 


He 


His 


Tvr 
y 


Glu 


Met 






235 










240 


Glv 


Ser 


Thr 


Val 


Lys 


Glu 


Glu 


Leu 




250 










255 




Thr 


Pro 


Thr 


Glu 


Glu 


Thr 


Trp 


Pro 


265 










270 






Arg 


Thr 


Tvr 
y 


Ser 


Phe 


Pro 


Cys 


Tvr 
i jf- L 










285 








Ala 


Pro 


Arg 


Leu 


Asp 


Thr 


Asp 


Glv 








300 










Val 


Tvr 
j 


Glu 


Ser 


Lys 


Ser 


Arg 


Met 






315 










320 


Ser 


Tvr 


Phe 


Arg 


Ser 


Leu 


Gly 


Glu 




330 










335 




Ala 


Ser 


He 


Phe 


Ser 


Leu 


Lys 


Glu 


345 










350 






Tyr 


Arg 


Gly 


Leu 


Ala 


Phe 


Gin 


Gin 










365 








Gin 


Ser 


He 


Phe 











380 



<210> 5 

<211> 4957 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (0) . . . (0) 

<223> PFTK1 kinase DNA 



<400> 5 

gcatcccctt gattaaatgt ttttcctcct atgcaatcac cattagctgt ttggctccca 60 
ttctgtattc ttctgaagca gccctgcatt gcaaatcaat atctttctga aaagacagtg 120 
tgttgtgaat tgccttgaca gcatatgcac ggttactttg gctgcaatgc tgctgcagag 180 
cccggttact ctgccttcgt gggaactcca cagatatgtg tcacaaagat gtctacacgg 240 
aactgccagg gaatggactc agtgatcaaa cccctggaca caattcctga ggataaaaaa 300 
gtcagagttc agaggacaca gagcactttt gacccatttg agaaaccagc taatcaagta 360 
aagagggtgc attctgagaa caatgcttgc attaacttta agacctcctc cactggcaaa 420 
gagtcaccta aagttaggcg gcactccagc cccagctcgc caacaagtcc caaatttgga 4 80 
aaagctgact catatgaaaa gctggaaaaa ctaggggaag gatcttatgc tacagtatac 540 



3 



aaagggaaaa gcaaggtaaa^Btogaagttg 
gaagaaggga cacctttcac^^ptatcagg 

gctaacatag tgctacttca tgacatcatc 
gaatatgtgc acactgattt atgtcagtac 
gataatgtga agttgttttt atttcagttg 
tatattttgc acagagacct gaaaccacag 
aagctggcag atttcggtct tgcaagagca 
gaagtggtta ccttgtggta cagacctcca 
acctgccttg acatgtgggg agtaggttgc 
gcttttccag gaatgaaaga cattcaggat 
acaccaaatg aggacacatg gcctggagtt 
tttaccctgt acagctctaa aaaccttaga 
catgcagagg acctggcctc caagctccta 
caggctgcct tgagccacga gtattttagt 
gacatgtctt ctatttttac tgtcccaaat 
atgcgggcct ttgggaaaaa caatagttat 
caagcagcac attctcaaga gcacacagga 
aaaacattaa tgaagaggcc aataatatga 
cctgtggtgg atttcactta caagaaaatt 
tttatttaaa accttgcacg catttggata 
taagctttgc ttactgatac atggcatgta 
ttgatttccc tctgcagcac agcgtctctg 
cttaaataca ttaagacaac acatttggtg 
aaagccacag agtggcataa aacaatgtgt 
accactagga aggaaatttt ctgctaaagc 
ccccggactg tggggcccca cctgttgctt 
tttttacttg gaaataactg cacatttata 
caagccacat agcatgactg ttttttgaat 
gttaagaaca aagacaggga taaattgctt 
ttttgtgtct gggtcttgtc aacatctaat 
ttttctaact ggagaaaaga gtgaggaaca 
tatctgctgg atgagccttg aaagcagtct 
aaagtgatcc agttcaaagt ttgcttagtt 
ttaaaaaaac attccaagcc aattggaaga 
ctggaataac tgttcaaatg caggttttag 
aaaaagggaa tgggccagct tcccttactc 
cgagtatgtg acactggaga aaagtggacc 
gggctgcctg atgcaggccg gctcccagtg 
tactgcggcc aaggggacag ttaggagact 
cacacaaatt cctatggaaa tacctttgtg 
aaagaaggag agaatgagtg agtgcttgaa 
ggaattagga gccaggttga caaggacttt 
ctataatcaa gctcaataca ccaaggaaac 
tactgtctgc ggagtggagt atggatggtt 
tgtagcattc atggtaaact tttaagtgct 
aagagagcag aaaacaccca agtgtagaat 
cattcctctt tcatacattc caacccactg 
atacttaaat taggatttct taaagaaaac 
atggactttc ctgtgatttg tttttaatca 
tttcactaag tttaaagcaa gagcaactga 
taacttgaaa atttgaaaat atttaatgtt 
tatctccctg tcgtaggcag cttcttcgga 
gagaagtctg ttttgttaca gagacatgcc 
atccttgcca cccatacagg aaatccaaag 
ctttctcttt ctccccccaa acccctctca 
tgcaatcata ttctccctct gcttcttttc 
aatcaattca gactgtgttc attagcagat 
ttttgtgaga ttatttttat atgaaggaat 
tacaaacacc ttagcacatc actgcacaca 
ttcccatttt cttaaaataa cagttttgtt 
aaaaaaaatg tttgcagtac tcagcaaaaa 
tccactgatt ctggggtgag aagcgatttc 



gtagctctga aggtgatcag gc^^fcggaa 600 
gaagcttctc ttttaaaagg ac^^lacat 660 

cataccaagg agacgctgac acttgtgttt 720 
atggacaagc accctggggg gctgcatcca 780 
ctgcgaggtc tgtcttacat ccaccagcgt 840 
aaccttctga tcagtgacac gggggagtta 900 
aaatccgtcc ctagccacac atactccaac 960 
gatgtccttc taggctcaac agaatattcc 1020 
atctttgttg aaatgatcca aggagttgct 1080 
caacttgaac gaatatttct ggttcttgga 1140 
cattctttac cacattttaa gccagaacgc 1200 
caagcatgga ataagctcag ctatgtgaac 1260 
caatgttccc caaagaacag actgtcggca 1320 
gacctgccgc cacggctatg ggaactcacc 1380 
gtgagattgc aaccagaagc tggagaaagc 1440 
ggcaaaagtc tatcaaacag caagcactga 1500 
ttaagttgtc atcattctgg gaagaaaaaa 1560 
agggaatcat ggatcagttt tctttcgctc 1620 
gaagctggca agaccctgtt ttctctgcaa 1680 
ccttgtgatt tccaagaact acgtgaagat 1740 
ttcttttcag tcttttgtgt ttgattttgt 1800 
taaaggtttt tatgctttca ccagccatgt 18 60 
ttcacacttc ttcagtaatg tctgaacttg 1920 
gttttctttg agagcagtgc acattttgca 1980 
aaacccctgt tctctgactt gacaacttgg 2040 
accttttgag gtaattttgc aaatgtggtt 2100 
tataggatat tggactctgc ttagcatttt 2160 
aggttggaat tgaaaaaaca attatcaaac 2220 
acatttcaac ctctagagat tgaggtaact 2280 
ttttttccat ccattctgtt acactttgta 2340 
gaatgtttta aatctggtgc aaaagaacta 2400 
tggcctgtta gggcttacaa agtaaattac 24 60 
acaacaaagc acctttaaaa aaaatacatt 2520 
catcattggg ttcttacttt aagacatctc 2580 
aaacaatgca ggaatcttgc tttaaagatg 2640 
aaggagttga gggaccttgg aggatgaagg 2700 
aggcatgtct tttgctttga tctggaggga 2760 
gggcaggcct cgctgcagaa tgcccagtag 2820 
tcatctaaag catgaaacct agctcctcta 2880 
tacagtgtct tacattttcc tattagtcag 2940 
atgtgtcata ctgttttagg atcaagacta 3000 
ttctgagagt tgggtgaggg taaagctttt 3060 
tggatccaga attcctaaac tttaaaatgg 3120 
atgtcaaagt catagttcat cctatccaga 3180 
aagcaaggaa ttatttactg attggtttta 3240 
gtctactgtt tgctacctag aaatcttttc 3300 
gaagtcttta gaggtatttt gatttaaagt 3360 
atagggagaa aactttacat gcaattaaaa 3420 
ttcatttgga gaagaggcat gacctttgta 3480 
tgattaaatg ttgcttttta ataaggtttt 3540 
gaaagacttc aattagggct attagagtta 3600 
gaagtgaaat ataacattac tcagtggacg 3660 
tctcagaagg tcaggaggtt ttgagtacct 3720 
tttggtgtct ctctctctct ctgtctcttt 3780 
ctccctccct ccctctctcc ttcccctatt 3840 
tcttctgccc tccttgtggg cagtcatgaa 3900 
ttattattct attgagaaag cactggaatg 3960 
agcctgaact caaacagatg gtaagaatag 4020 
cagtattctg aaaggagatt tgacacttaa 4080 
gacttaaaaa tatgagatac ataggatgtg 4140 
atagggtaca taaagcaggg tggctgtcca 4200 
tacctcgcaa gagtgactag aaagtttcta 4260 



4 



ggagcacctc 
tatgacagcc 
tattattggt 
agattattgc 
tcccttactg 
acaccaaaaa 
cccacagcag 
ttttaaagtt 
tttctaacag 
tttcaaatga 
gtaatttgtc 
taacatgata 



caggcttgca 
agtataatca 1 
tttgtaatct 
ctgcccctta 
gcttgtaggc 
cacaccaaaa 
catattttag 
ttccttttat 
gggattggta 
cacatagtaa 
tgtattatga 
tggaataaag 



aaagtga 
ccctagg 
ttgttatata 
tacataggaa 
agaggaaact 
aaatcaataa 
aggcacatac 
cttttatttt 
cctaagaaac 
ggagaatgga 
aagatgtaat 
tatagcagaa 



ggcctcttgg 
ttatgcgtct 
agaggatgtt 
tatgctgcat 
gtatatgtta 
aataagcaat 
aaaacctaca 
tttttttgta 
gtggtagcat 
ataatacatg 
ggtttgtcag 
tctccgg 



tatcctttcc 
atatgatact 
taggctgtat 
aattgcgcat 
ctgccttgta 
cttctattct 
ttctctagtt 
tgatgcactg 
tattcagaaa 
ttgcatattt 
ctgtcactgt 



tc^^tgta 
ca^^|tgaa 

atactggggt 
aacttccatc 
cttttctcat 
cattcctttt 
gggagtggat 
agatgtgtac 
actattatac 
gttaccagtt 
tgttttcttg 



4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4957 



<210> 6 
<211> 451 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PFTK1 kinase polypeptide 



<400> 6 





nl s 


C\ \7 

biy 


iyr 








7\ o -n 
rto 1 1 


Al ^ 


Ala 


Ala 


Glu 


Pro 


Gly Tyr 


Ser 


1 

1 








5 










10 










15 




A 1 a 
ril a. 


■true 


val 


ui y 


i i i i 


Prn 

IT J_ \J 


Ulll 


Tie 

-L -L " 


Cys 


Val 


Thr 


Lys 


Met 


Ser 


Thr 


Arg 


















25 










30 






Asn 


L.ys 


pi n 
bill 


C"\\7 

oiy 


IXie L 






val 


Tip 

11C 


T.WQ 
J-ty o 


Pro 


Leu 


Asp 


Thr 


He 


Pro 
















40 










45 








blU 




Lys 


T WO 


v ax 


7\ v- /-f 
/ai y 


v ai 


ulll 


Arg 


Thr 


Gin 


Ser 


Thr 


Phe 


Asp 


Pro 




SO 




















60 










Pho 
rac 


o-LU 


Lys 


P r*r\ 
ir IO 


A "1 ^ 


7\ o n 
noil 


Ulll 


Ua 1 
v a. 1 


ju _y o 


Arg 


Val 


His 


Ser 


Glu 


Asn 


Asn 


K> +j 










70 










75 










80 


Pi± a 


Cys 


Tin 

i i. e 


Asn 


•rile 


Lys 


Th r 
liii. 






Thr 

i in 


Gly 


Lys 


Glu 


Ser 


Pro 


Lys 










85 










90 










95 




Val 


Arg 


Arg 


His 


Ser 


Ser 


Pro 


Ser 


Ser 


Pro 


Thr 


Ser 


Pro 


Lys 


Phe 


Gly 








100 










105 










110 






Lys 


Ala 


Asp 


Ser 


Tyr 


Glu 


Lys 


Leu 


Glu 


Lys 


Leu 


Gly Glu 


Gly 


Ser 


Tyr 






115 










120 










125 








Ala 


Thr 


Val 


Tyr 


Lys 


Gly 


Lys 


Ser 


Lys 


Val 


Asn 


Gly 


Lys 


Leu 


Val 


Ala 




130 










135 










140 










Leu 


Lys 


Val 


He 


Arg 


Leu 


Gin 


Glu 


Glu 


Glu 


Gly Thr 


Pro 


Phe 


Thr 


Ala 


145 










150 










155 










160 


He 


Arg 


Glu 


Ala 


Ser 


Leu 


Leu 


Lys 


Gly 


Leu 


Lys 


His 


Ala 


Asn 


He 


Val 










165 










170 










175 




Leu 


Leu 


His 


Asp 


He 


He 


His 


Thr 


Lys 


Glu 


Thr 


Leu 


Thr 


Leu 


Val 


Phe 








180 










185 










190 






Glu 


Tyr 


Val 


His 


Thr 


Asp 


Leu 


Cys 


Gin 


Tyr 


Met 


Asp 


Lys 


His 


Pro 


Gly 






195 










200 










205 








Gly 


Leu 


His 


Pro 


Asp 


Asn 


Val 


Lys 


Leu 


Phe 


Leu 


Phe 


Gin 


Leu 


Leu Arg 




210 










215 










220 










Gly 


Leu 


Ser 


Tyr 


He 


His 


Gin 


Arg 


Tyr 


He 


Leu 


His 


Arg Asp 


Leu 


Lys 


225 










230 










235 










240 


Pro 


Gin 


Asn 


Leu 


Leu 


lie 


Ser 


Asp 


Thr 


Gly 


Glu 


Leu 


Lys 


Leu Ala Asp 










245 










250 










255 




Phe 


Gly 


Leu 


Ala 


Arg 


Ala 


Lys 


Ser 


Val 


Pro 


Ser 


His 


Thr 


Tyr 


Ser 


Asn 








260 










265 










270 






Glu 


Val 


Val 


Thr 


Leu 


Trp 


Tyr 


Arg 


Pro 


Pro 


Asp Val 


Leu 


Leu 


Gly Ser 






275 










280 










285 








Thr 


Glu 


Tyr 


Ser 


Thr 


Cys 


Leu 


Asp 


Met 


Trp 


Gly Val 


Gly Cys 


He 


Phe 




290 










295 










300 











5 



Val 


Glu 


Met 


He 


Gin 




Wal Ala 


Ala 


Phe 


Pro 


Gly 


Met 


Lvs 


m 


tie 


305 










1 








315 








m 


P20 


Gin Asp 


Gin 


Leu 


Glu Arg 


He Phe 


Leu 


Val 


Leu 


Gly 


Thr 


Pro 


Asn 


Glu 










325 








330 










335 




Asp 


Thr 


Tro 


Pro 


Gly Val 


His Ser 


Leu 


Pro 


His 


Phe 


Lys 


Pro 


Glu 


Arq 








340 








345 










350 






Phe 


Thr 


Leu 


Tvr 


Ser 


Ser 


Lys Asn 


Leu 


Arg 


Gin 


Ala 


Trp 


Asn 


Lvs 


Leu 






355 








360 










365 








Ser 


Tvr 


Val 


Asn 


His 


Ala 


Glu Asp 


Leu 


Ala 


Ser 


Lvs 


Leu 


Leu 


Gin 


Cys 




370 










375 








380 










Ser 


Pro 


Lys 


Asn 


Arg 


Leu 


Ser Ala 


Gin 


Ala 


Ala 


Leu 


Ser 


His 


Glu 


Tvr 


385 










390 








395 










400 


Phe 


Ser 


Asp 


Leu 


Pro 


Pro Arg Leu 


Trp 


Glu 


Leu 


Thr 


Asp 


Met 


Ser 


Ser 










405 








410 










415 




He 


Phe 


Thr 


Val 


Pro 


Asn 


Val Arg 


Leu 


Gin 


Pro 


Glu 


Ala 


Gly 


Glu 


Ser 








420 








425 










430 






Met 


Arg 


Ala 


Phe 


Gly Lys Asn Asn 


Ser 


Tyr 


Gly 


Lys 


Ser 


Leu 


Ser 


Asn 



435 440 445 



Ser Lys His 
450 



<210> 7 
<211> 5451 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_binding 
<222> (0) . . . (0) 

<223> CRK7 kinase DNA sequence 



<400> 7 

cttttttccc 

aagaaggacg 

tctaacagca 

tccaaagaca 

ttggtggagt 

aaactagacc 

aaacatcgtc 

aaagaaaaaa 

agttcaaagc 

agcagcaagg 

ctgaagtctg 

tacaaaacag 

agctccaaac 

ccctcacgat 

tcgagaaggc 

cggtcaccga 

tcgtccagct 

aggcggtcca 

aggaaatcca 

agtaaaaaga 

ccacttaatt 

gctgctgcag 

aaagagaaca 

agtgtaaaat 

acagaggtaa 

catcttgtta 

gaggagattg 

cccacaattg 

cctttgccac 

cagccagcat 



ttcttcaggt 
ggagtggagg 
gagagcgtca 
tggggttggt 
atgatgatat 
gaagggagaa 
accaccagca 
gccaagaagt 
gttcgaatga 
aatccaggtc 
ggcacaaaga 
tggacagccc 
aagatgatag 
ctcatacctc 
agtcggtcag 
gcccctacag 
acgaaagaag 
gcagcccttt 
tgaagtccag 
agagatccag 
ccagtctggg 
caaagatgga 
gttcagtaga 
tggaaaaatc 
aaaattcttc 
aagatttgaa 
ttactccaaa 
cttctccccc 
ctttgcctcc 
ttagtcaggt 



caggggaaag 
agcttctgga 
ccgcttggta 
gacccccgaa 
cagctctgat 
cgacgaacgt 
caggcgttcc 
ctccagcaag 
ggagactgat 
atccaagctc 
ccggagtaaa 
aaaacggaga 
cccctcggga 
gagcaattat 
tcccccttac 
taggcgacag 
tggctcttac 
cctgagcaag 
aagtagaagt 
ttcacgcagt 
agctgaactc 
tggaaaggag 
ggctaaggat 
tgccccagat 
agatacaggg 
agcacaggga 
ggagacagaa 
accccctcta 
aataccagct 
tcctgcttcc 



ggaatgccca 
actttgcagc 
tcgaagcaca 
gcagcatccc 
tccgacacct 
cgtggatcag 
cgggacttac 
tcgggatcga 
gactatggga 
cacaaggaga 
agtcatcgaa 
tccaggagcc 
gcttcttatg 
gactcctaca 
aaggagcctt 
agatctgtca 
agcgggcgat 
cggtctctga 
cctgcatatt 
cgtcattcca 
agtaggaaaa 
tccaagggtt 
tcaggtttgg 
actgaactgg 
aaagtaaagt 
acaagagact 
acatcagaaa 
ccaactacta 
cttccacagc 
agtacttcaa 



attcagagag 
cgtcatcggg 
agcggcataa 
tgggcacagt 
tctccgatga 
atcggagcga 
taaaagctaa 
tgaaggaccg 
aggcgcaggt 
agaccaggaa 
aaagggaaac 
cccacaggaa 
gccaagatta 
agaaaagtcc 
cggcctacca 
gtccctatag 
cgcccagtcc 
gtcggagtcc 
caagacattc 
gtatctcacc 
agaaggaaag 
cacctgtatt 
agtctaaaaa 
tgaatgtaac 
tggatgagaa 
ctaaacccat 
aggagacccc 
cccctccacc 
aaccacctct 
ctttgccccc 



acatgggggc 
aggcggcagc 
gtccaaacac 
tatcaaacct 
catggccttc 
ccgcctgcac 
acagaccgaa 
gatatcggga 
agccaaaagc 
agaacgggag 
acccaaaagt 
gtggtctgac 
tgaccttagt 
tggaagtacc 
gtccagcacc 
caggagacgg 
ctatggtcga 
actccccagt 
atcttctcat 
tgtcaggctt 
agcagctgct 
tttgcctaga 
gttacccaga 
acatctaaac 
ctccgagaag 
agcactgaaa 
tccacctctt 
tcagacaccc 
gcctccttct 
ttctactcac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 
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tcaaagacat ctgctgtgtc^^etcaggca 
aagactcaag tatctgtaac^ptgctatt 

ttgcccctcc cacccttatt acctggaggt 
ccttcaaaac ctgtgaagaa agagaaggaa 
cctctccctc cagagctccc tggtggagat 
gcaatcacac cacctcagca accatataaa 
ggagaaagaa gacaaacaga aagcgactgg 
attgggatta ttggagaagg aacctatggc 
ggagaactag tggctctgaa gaaggtgaga 
acagccattc gtgaaatcaa aatccttcgt 
aaggaaattg tcacagataa acaagatgca 
taccttgtat ttgagtatat ggaccatgac 
cacttttctg aggaccatat caagtcgttc 
tgtcacaaaa agaatttcct gcatcgggat 
agtgggcaaa tcaaactagc agattttgga 
cgcccttaca caaacaaagt cattactttg 
gaggaacgtt acacaccagc catagatgtt 
ttcacaaaga agcctatttt tcaagccaat 
cgactttgtg gtagcccttg tccagctgtg 
aacaccatga aaccgaagaa gcaatatcga 
ccttctgcag cacttgattt attggaccac 
acagctgaac agaccctaca gagcgacttc 
cctccagacc tcccccactg gcaggattgc 
cagcgacaaa gtggtgttgt agtcgaagag 
actacctcag ggacaagtac tgagcctgtg 
gctcctggca aggtggagtc tggggctggg 
cagctgaatc aaagtgaatt ggcagtgtta 
agcatccctc aaatggcaca gctgcttaac 
ctggaagccc tgaaccaatc catcagtgcc 
tcagagacca tggccccaga ggagtctttg 
ccttcagcag aacagatgac ccttgaagct 
ttggcagttc tcttgagtca gctgatgaaa 
aacaacagtg acaagaacag tgggccacag 
gaggaggcag cagcatgtcc tcctcacatt 
cccggacctc caccgccgcc acctccaccc 
ccccaggagt tgaacccagc cgtgacagcc 
gcagagcctc ctggccacct gccacatgag 
acccgacccc gtccaaacag gacttatgga 
gccattgaca ctgatgaacg aaactctggt 
ctggtgaaga acaggacctt ctcaggctct 
cagggcacag ggtcagtgca gtttccaggg 
ttagcgttac acccggtggt cgggcaacca 
gtggtacatg cagagaccaa attgcaaaac 
gccagcagct caggagcagg ccttcactgg 
aaactctatc gggggcctac aagagtccca 
tactaaccca gagacttcag tgtcctgaaa 
ttctctgaat ctttaatgaa atcatttgcc 
tgcaaagctg tccgttgtat tccttgctca 
tgatgttggc accagttccc cctggatggg 
cttagtagat acaagtagag aatatggaga 
ttagttcatt gcctgcactt actggtcgga 
ggctcaggag aggctctttg atttttaaag 
ttcttttgaa ttttaattta ggtgttttgg 
caaaatttga gctgctcttt ggcttttgct 
gaataaatgt ttctttcctc tccaccatct 
cccattgagc atcttgaaca tacttttttt 
tccactttga caaaagatac gcccttctcc 
attcttgggc aagtaggtag actttaccca 
tctctctctc tttctctctc tctctctctc 
gctctcgctg tttctctctc tttgaggcat 
gaacctggga taattcttta ctttttttga 



aattctcagc cccctgtaca gg^^fcftgtg 1860 

ccacacctga aaacttcaac gt^^ctcct 1920 
gatgacatgg atagtccaaa agaaactctt 1980 
cagaggacac gtcacttact cacagacctt 2040 
ctgtctcccc cagactctcc agaaccaaag 2100 
aagagaccaa aaatttgttg tcctcgttat 2160 
gggaaacgct gtgtggacaa gtttgacatt 2220 
caagtatata aagccaggga caaagacaca 2280 
ctagacaatg agaaagaggg cttcccaatc 2340 
cagttaatcc accgaagtgt tgttaacatg 2400 
ctggatttca agaaggacaa aggtgccttt 24 60 
ttaatgggac tgctagaatc tggtttggtg 2520 
atgaaacagc taatggaagg attggaatac 2580 
attaagtgtt ctaacatttt gctgaataac 2640 
cttgctcggc tctataactc tgaagagagt 2700 
tggtaccgac ctccagaact actgctagga 2760 
tggagctgtg gatgtattct tggggaacta 2820 
ctggaactgg ctcagctaga actgatcagc 2880 
tggcctgatg ttatcaaact gccctacttc 2940 
aggcgtctac gagaagaatt ctctttcatt 3000 
atgctgacac tagatcctag taagcggtgc 3060 
cttaaagatg tcgaactcag caaaatggct 3120 
catgagttgt ggagtaagaa acggcgacgt 3180 
ccacctccat ccaaaacttc tcgaaaagaa 3240 
aagaacagca gcccagcacc acctcagcct 3300 
gatgcaatag gccttgctga catcacacaa 3360 
ttaaacctgc tgcagagcca aaccgacctg 3420 
atccactcca acccagagat gcagcagcag 3480 
ctgacggaag ctacttccca gcagcaggac 3540 
aaggaagcac cctctgcccc agtgatcctg 3600 
tcaagcacac cagctgacat gcagaatata 3660 
acccaagagc cagcaggcag tctggaggaa 3720 
gggccccgaa gaactcccac aatgccacag 3780 
cttccaccag agaagaggcc ccctgagccc 3840 
cctctggttg aaggcgatct ttccagcgcc 3900 
gccttgctgc aacttttatc ccagcctgaa 3960 
caccaggcct tgagaccaat ggagtactcc 4020 
aacactgatg ggcctgaaac agggttcagt 4080 
ccagccttga cagaatcctt ggtccagacc 4140 
ctgagccacc ttggggagtc cagcagttac 4200 
gaccaggacc tccgttttgc cagggtcccc 4260 
ttcctgaagg ctgagggaag cagcaattct 4320 
tatggggagc tggggccagg aaccactggg 4380 
gggggcccaa ctcagtcttc tgcttatgga 4440 
ccaagagggg gaagagggag aggagttcct 4 500 
gattcctttc ctatccatcc ttccatccag 4560 
agagcgaggt aatcatctgc atttggctac 4 620 
cttgctacta gcaggcgact taggaaataa 4 680 
ctatagccag aacatttact tcaactctac 4740 
ggatcattac attgaaaagt aaatgtttta 4800 
agagagaaag aacagtttca gtattgagat 4860 
ttttggggtg gggggttgtg tgtggtttct 4 920 
gtttttttcc tttaaagaga atagtgttca 4 980 
ataagggaaa cagagtggcc tggctgattt 5040 
cacattttgc ttttaagtga acactttttc 5100 
ccaaataaat tactcatcct taaagtttac 5160 
ctgcacataa agcaggttgt agaacgtggc 5220 
gtctctttcc ttttttgctg atgtgtgctc 5280 
tctctctctc tctgtctgtc tcgcttgctc 5340 
ttgtttggaa aaaatcgttg agatgcccaa 5400 
aataaaggaa aggaaattgg c 5451 
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<210> 8 
<211> 1490 
<212> PRT 

<213> Homo sapiens 



.<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> CRK7 kinase polypeptide 



<400> 8 



L iC L. 


Pm 
1. 1. \j 


Asn 


Ser 


Glu 


Arg 


His 


Gly Gly Lys 


Lys Asp 


Gly Ser 


Gly 


Glv 


1 
1 


















10 








15 




Al a 




CI} XT 


Thr 


T , An 

J-JC U 


Gin 


Pro 


Ser 


Ser Gly 


Gly Gly 


Ser 


Ser 


Asn 


Ser 








90 










25 








30 






Arg 


Glu 


A r* rr 


ni. o 


Arg 


Leu 


Val 


Ser 


Lys 


His 


Lys Arg 


His 


Lys 


Ser 


Lys 






"3 t: 










40 








45 








His 


Ser 






Mpr 

nc u 


o x y 


Leu 


Val 


Thr 


Pro 


Glu Ala 


Ala 


Ser 


Leu 


Gly 




50 










R r 








60 










Thr 


Val 


lie 


-U y o 


Pro 


Ton 


Ua 1 
v d x 


Glu 


Tyr Asp 


Asp lie 


Ser 


Ser Asp 


Ser 


65 




















75 








80 


Asp 


Thr 


Php 
rxlc 


ocX 


Son 


A 


Mot 


Ala 


Phe 


Lys 


Leu Asp Arg Arg 


Glu 


Asn 










P R 










90 








95 




Asp 


Glu 


A T rr 


A t rr 
rAX y 




Ser 


Asp 


Arg 


Ser 


Asp 


A rrt Ton 
r\L y LcU 


111 J 


Lys 


His 


Arg 








1 on 

1UU 










105 








110 






His 


His 


\JX L l 


Hi ^ 
nio 


A r* rr 
rtx y 


A t rr 
.nx y 


Q ^ -r 


Arg Asp 


Leu 


Leu Lys 


Ala 


Lys 


Gin 


Thr 






11 J 










120 








125 








Glu 


Lys 


n n 

oxU 


T 

Lys 


Q o r* 


OXI 1 


r; l n 

OX Li. 


Val 


Ser 


Ser 


Lys Ser 


Gly 


Ser 


Met 


T.ue 
-i-j y o 




130 










1 *3 R 








14 0 










Asp Arg 


1 _L ti 


JCI 


ox y 


Q o r* 
O Kz X 


OCX 


Lys 


Arg 


Ser 


Asn Glu 


Glu 


Thr Asp 


Asp 


145 










1 OU 










155 








1 60 
X OU 


Tyr 


Gly 


Lys 


/\± a 


oxn 


V a.x 


Ala 


Lys 


Ser 


Ser 


Ser Lys 


Glu 


Ser 


Arg 


Cpv- 
OCX 










1 £R 
1Dj 










170 








175 




Ser 


Lys 


Leu 


11 -L o 


Lys 


ri~\ n 

OX Li 


j_i_y o 


Thr Arg 


Lys 


Glu Arg 


Glu 


Leu 


Lys 


Ser 








i a o 
iou 










185 








190 






Gly His 


Lys 




A T-rr 
rti. y 


JCI 


xy s 


Ser 


His 


Arg 


Lys Arg 


Glu 


Thr 


Pro 


Lys 






x :?D 










200 








205 








Ser 


Tyr 


Lys 


i 11 J. 


Vdl 


nop 


OCX 


Pro 


Lys 


Arg 


Arg Ser 


Arg 


Ser 


Pro 


His 




210 










91 R 








220 










Arg 


Lys 


irp 


Q q v* 


A en 




Cpy- 
OCX 


Lys 


Gin Asp 


Asp Ser 


Pro 


Ser 


Gly 


Ala 


225 










9 ?n 










235 








ii " u 


Ser 


Tyr 




HI n 


A <=HTi 


i yx 


A en 


Leu 


Ser 


Pro 


Ser Arg 


Ser 


His 


Thr 


Ser 










9 4 R 










250 








255 




Ser 


Asn 


T\/T 

i yi. 


Asp 


Ser 


T vr 
j 


Lys 


Lys 


Ser 


Pro 


Gly Ser 


Thr 


Ser 


Arg 


Arg 


















265 








270 






Gin 


Ser 


V d-L 


JCI 


Pro 


Prn 

Jt I- vJ 


i yr 


Lys 


Glu 


Pro 


Ser Ala 


Tyr 


Gin 


Ser 


Ser 






97 R 










280 








285 








Thr Arg 


Ser 


Pro 


Ser 


Pro 


Tvr 


Ser Arg Arg 


Gin Arg 


Ser 


Val 


Ser 


Pro 




290 










295 








300 










Tyr 


Ser 


Arg 


Arg 


Arg 


Ser 


Ser 


Ser 


Tyr 


Glu 


Arg Ser Gly Ser 


Tyr 


Ser 


305 










310 










315 








320 


Gly Arg 


Ser 


Pro 


Ser 


Pro 


Tyr 


Gly Arg Arg 


Arg Ser 


Ser 


Ser 


Pro 


Phe 










325 










330 








335 




Leu 


Ser 


Lys 


Arg 


Ser 


Leu 


Ser 


Arg 


Ser 


Pro 


Leu Pro 


Ser Arg 


Lys 


Ser 








340 










345 








350 






Met 


Lys 


Ser 


Arg 


Ser 


Arg 


Ser 


Pro 


Ala 


Tyr 


Ser Arg 


His 


Ser 


Ser 


Ser 






355 










360 








365 








His 


Ser 


Lys 


Lys 


Lys 


Arg 


Ser 


Ser 


Ser Arg 


Ser Arg 


His 


Ser 


Ser 


He 




370 










375 








380 










Ser 


Pro 


Val 


Arg 


Leu 


Pro 


Leu 


Asn 


Ser 


Ser 


Leu Gly Ala 


Glu 


Leu 


Ser 


385 










390 










395 








400 


Arg 


Lys 


Lys 


Lys 


Glu 


Arg 


Ala 


Ala 


Ala 


Ala 


Ala Ala 


Ala 


Lys 


Met 


Asp 
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405 

Gly Lys Glu Ser Lys 
420 




410 

er Pro Val Phe Leu Pro Arg Lys 
425 430 




.sn 



Ser Ser Val Glu Ala Lys Asp Ser Gly Leu Glu Ser Lys Lys Leu Pro 

435 440 445 

Arg Ser Val Lys Leu Glu Lys Ser Ala Pro Asp Thr Glu Leu Val Asn 

450 455 460 

Val Thr His Leu Asn Thr Glu Val Lys Asn Ser Ser Asp Thr Gly Lys 
465 470 475 480 

Val Lys Leu Asp Glu Asn Ser Glu Lys His Leu Val Lys Asp Leu Lys 

485 4 90 4 95 

Ala Gin Gly Thr Arg Asp Ser Lys Pro lie Ala Leu Lys Glu Glu lie 

500 505 510 

Val Thr Pro Lys Glu Thr Glu Thr Ser Glu Lys Glu Thr Pro Pro Pro 

515 ^ 520 525 

Leu Pro Thr lie Ala Ser Pro Pro Pro Pro Leu Pro Thr Thr Thr Pro 

530 535 540 

Pro Pro Gin Thr Pro Pro Leu Pro Pro Leu Pro Pro lie Pro Ala Leu 
545 550 555 560 

Pro Gin Gin Pro Pro Leu Pro Pro Ser Gin Pro Ala Phe Ser Gin Val 

565 570 575 

Pro Ala Ser Ser Thr Ser Thr Leu Pro Pro Ser Thr His Ser Lys Thr 

580 585 590 

Ser Ala Val Ser Ser Gin Ala Asn Ser Gin Pro Pro Val Gin Val Ser 

595 600 605 

Val Lys Thr Gin Val Ser Val Thr Ala Ala He Pro His Leu Lys Thr 

610 615 620 

Ser Thr Leu Pro Pro Leu Pro Leu Pro Pro Leu Leu Pro Gly Gly Asp 
625 630 635 640 

Asp Met Asp Ser Pro Lys Glu Thr Leu Pro Ser Lys Pro Val Lys Lys 

645 650 655 

Glu Lys Glu Gin Arg Thr Arg His Leu Leu Thr Asp Leu Pro Leu Pro 

660 665 670 

Pro Glu Leu Pro Gly Gly Asp Leu Ser Pro Pro Asp Ser Pro Glu Pro 

675 680 685 

Lys Ala He Thr Pro Pro Gin Gin Pro Tyr Lys Lys Arg Pro Lys He 

690 695 700 

Cys Cys Pro Arg Tyr Gly Glu Arg Arg Gin Thr Glu Ser Asp Trp Gly 
705 710 715 720 

Lys Arg Cys Val Asp Lys Phe Asp He He Gly He He Gly Glu Gly 

725 730 735 

Thr Tyr Gly Gin Val Tyr Lys Ala Arg Asp Lys Asp Thr Gly Glu Leu 

740 " * 745 750 

Val Ala Leu Lys Lys Val Arg Leu Asp Asn Glu Lys Glu Gly Phe Pro 

755 7 60 7 65 

He Thr Ala lie Arg Glu He Lys He Leu Arg Gin Leu He His Arg 

770 775 780 

Ser Val Val Asn Met Lys Glu He Val Thr Asp Lys Gin Asp Ala Leu 
785 790 795 800 

Asp Phe Lys Lys Asp Lys Gly Ala Phe Tyr Leu Val Phe Glu Tyr Met 

805 810 815 

Asp His Asp Leu Met Gly Leu Leu Glu Ser Gly Leu Val His Phe Ser 

820 . 825 830 

Glu Asp His He Lys Ser Phe Met Lys Gin Leu Met Glu Gly Leu Glu 

835 840 845 

Tyr Cys His Lys Lys Asn Phe Leu His Arg Asp He Lys Cys Ser Asn 

850 ^ " 855 860 

He Leu Leu Asn Asn Ser Gly Gin He Lys Leu Ala Asp Phe Gly Leu 
865 870 875 880 

Ala Arg Leu Tyr Asn Ser Glu Glu Ser Arg Pro Tyr Thr Asn Lys Val 

885 890 8 95 

He Thr Leu Trp Tyr Arg Pro Pro Glu Leu Leu Leu Gly Glu Glu Arg 
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900 










905 








910 


M 




Tvr 


Thr 


Pro 
915 


Ala 


He 


4 


►al 


Trp 

IT 

920 


Ser 


Cys 


Glv Cys 


He 
925 


Leu 






Lsu 


Phe 
930 


Thr 


Lys 


Lys 


Pro 


lie 
935 


Phe 


Gin 


Ala 


Asn Leu 
940 


Glu 


Leu 


Ala 


Gin 


Leu 


Glu 


Leu 


He 


Ser 


Arg 


Leu 


Cys 


Glv 


Ser 


Pro Cys 


Pro 


Ala 


Val 


Trp 


945 










950 










955 








960 


Pro 


Asp 


Val 


He 


Lys 
965 


Leu 


Pro 


Tvr 


Phe 


Asn 
970 


Thr Met 


Lvs 


Pro 


Lvs 
975 


Lvs 


Gin 




Arg 


Arg 
980 


Arg 


Leu 


Arg 


Glu 


Glu 
985 


Phe 


Ser Phe 


He 


Pro 
990 


Ser 


Ala 


Ala 


Leu 


Asp 


Leu 


Leu 


Asp 


His 


Met 


Leu 


Thr 


Leu Asp 


Pro 


Ser 


Lys 


Arq 






995 










1000 






1005 






Cys 


Thr 


Ala 


Glu 


Gin 


Thr 


Leu 


Gin 


Ser 


Asp 


Phe Leu 


Lys 


Asp 


Val 


Glu 




1010 








1015 






1020 








Leu 


Ser 


Lys 


Met 


Ala 


Pro 


Pro 


Asp 


Leu 


Pro 


His Trp 


Gin 


Asp 


c y s 


His 


1025 








1030 








1035 








1040 


Glu 


Leu 


Trp 


Ser 


Lys 


Lys 


Arg 


Arg Arg 


Gin 


Arg Gin 


Ser 


Gly 


Val 


Val 










1045 








1050 






1055 


Val 


Glu 


Glu 


Pro 


Pro 


Pro 


Ser 


Lys 


Thr 


Ser Arg Lys 


Glu 


Thr 


Thr 


Ser 








1060 








1065 






1070 




Gly 


Thr 


Ser 


Thr 


Glu 


Pro 


Val 


Lys 


Asn 


Ser 


Ser Pro 


Ala 


Pro 


Pro 


Gin 






1075 








1080 






1085 






Pro 


Ala 


Pro 


Gly 


Lys 


Val 


Glu 


Ser 


Gly Ala 


Gly Asp 


Ala 


He 


Gly 


Leu 




1090 








1095 






1100 








Ala 


Asp 


He 


Thr 


Gin 


Gin 


Leu 


Asn 


Gin 


Ser 


Glu Leu 


Ala 


Val 


Leu 


Leu 


HOf 








1110 








1115 








1120 


Asn 


Leu 


Leu 


Gin 


Ser 


Gin 


Thr 


Asp 


Leu 


Ser 


He Pro 


Gin 


Met 


Ala 


Gin 










1125 








1130 






1135 


Leu 


Leu 


Asn 


He 


His 


Ser 


Asn 


Pro 


Glu 


Met 


Gin Gin 


Gin 


Leu 


Glu 


Ala 








1140 








1145 






1150 




Leu 


Asn 


Gin 


Ser 


He 


Ser 


Ala 


Leu 


Thr 


Glu 


Ala Thr 


Ser 


Gin 


Gin 


Gin 






1155 








1160 






1165 






Asp 


Ser 


Glu 


Thr 


Met 


Ala 


Pro 


Glu 


Glu 


Ser 


Leu Lys 


Glu 


Ala 


Pro 


Ser 


1170 








1175 






1180 








Ala 


Pro 


Val 


He 


Leu 


Pro 


Ser 


Ala 


Glu 


Gin 


Met Thr 


Leu 


Glu 


Ala 


Ser 


1185 








1190 








1195 








1200 


Ser 


Thr 


Pro 


Ala 


Asp 


Met 


Gin 


Asn 


He 


Leu 


Ala Val 


Leu 


Leu 


Ser 


Gin 










1205 








1210 






1215 


Leu 


Met 


Lys 


Thr 


Gin 


Glu 


Pro 


Ala 


Gly 


Ser 


Leu Glu 


Glu 


Asn 


Asn 


Ser 








1220 








1225 






1230 




Asp 


Lys 


Asn 


Ser 


Gly 


Pro 


Gin 


Gly 


Pro Arg Arg Thr 


Pro 


Thr 


Met 


Pro 






1235 








1240 






1245 






Gin 


Glu 


Glu 


Ala 


Ala 


Ala 


Cys 


Pro 


Pro 


His 


He Leu 


Pro 


Pro 


Glu 


Lys 




1250 








1255 






1260 








Arg 


Pro 


Pro 


Glu 


Pro 


Pro 


Gly 


Pro 


Pro 


Pro 


Pro Pro 


Pro 


Pro 


Pro 


Pro 


1265 








1270 








1275 








1280 


Leu 


Val 


Glu 


Gly Asp 


Leu 


Ser 


Ser 


Ala 


Pro 


Gin Glu 


Leu 


Asn 


Pro 


Ala 










1285 








1290 






1295 


Val 


Thr 


Ala 


Ala 


Leu 


Leu 


Gin 


Leu 


Leu 


Ser 


Gin Pro 


Glu 


Ala 


Glu 


Pro 








1300 








1305 






1310 




Pro Gly 


His 


Leu 


Pro 


His 


Glu 


His 


Gin 


Ala 


Leu Arg 


Pro 


Met 


Glu 


Tyr 






1315 








1320 






1325 






Ser Thr Arg 


Pro 


Arg 


Pro 


Asn 


Arg 


Thr 


Tyr 


Gly Asn 


Thr 


Asp 


Gly 


Pro 




1330 








1335 






1340 








Glu 


Thr 


Gly 


Phe 


Ser 


Ala 


He 


Asp 


Thr 


Asp 


Glu Arg Asn 


Ser 


Gly 


Pro 


1345 








1350 








1355 








1360 


Ala 


Leu 


Thr 


Glu 


Ser 


Leu 


Val 


Gin 


Thr 


Leu 


Val Lys 


Asn 


Arg 


Thr 


Phe 










1365 








1370 






1375 


Ser Gly Ser 


Leu 


Ser 


His 


Leu 


Gly Glu 


Ser 


Ser Ser 


Tyr 


Gin 


Gly Thr 



1380 1385 1390 



Gly Ser Val Gin Phe Pro Gly Asp Gin Asp Leu Arg Phe Ala Arg Val 
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Pro 



1395 1400 1405 

Leu Ala Leu His F^^^al Val Gly Gin Pro Phe Leu Lys M 
1410 ^^L415 1420 

Gly Ser Ser Asn Ser Val Val His Ala Glu Thr Lys Leu Gin Asn 
1425 1430 1435 

Gly Glu Leu Gly Pro Gly Thr Thr Gly Ala Ser Ser Ser 

1445 1450 
Leu His Trp Gly Gly Pro Thr Gin Ser Ser Ala Tyr Gly 

1460 1465 
Arg Gly Pro Thr Arg Val Pro Pro Arg Gly Gly Arg Gly Arg Gly Val 
1475 1480 1485 



Tyr 
1440 
Gly Ala Gly 

1455 
Lys Leu Tyr 
1470 



Pro 



Tyr 
1490 



<210> 9 
<211> 5792 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> PRKCN kinase nucleotide 



<400> 9 

aaagttcatc 

atttgagaag 

caaaacactt 

ttcaatatgt 

taaataagct 

aaatccctgg 

aataggacct 

ttaacagagg 

gctgttattt 

attaaagaaa 

cccacagcta 

ctctctgccc 

tcagtgcata 

gaagcccagg 

aagtttccag 

atgaactcag 

ctagtggaag 

actctctatg 

tggggattgg 

tgtgccttca 

tctttaccag 

cccagtgaag 

cgcccaatct 

gttcactctt 

tttcgccaag 

aaagtaccaa 

acagatacag 

ggtttggatg 

tctgatctcg 

aataatattc 

acaatggtga 

cattattgga 

tattataagg 

aacatttcac 

ttcgttggtg 

ggacttgatg 

cctcaagcaa 



cccccagaat 
gtgtcctatc 
actgtttttt 
atttcctgaa 
acgtcaactc 
ttgtcttcct 
ttggggcatt 
aaataaagaa 
taaaaacctc 
ggcagatgtc 
ttcctgctgt 
gactctctaa 
cagtttcatt 
aactgtcttt 
agtgtggatt 
aaaacatttt 
tggttctttc 
tacattctta 
tacgtcaagg 
agattccaaa 
gacccggcct 
agtcacatgt 
ggatggaaaa 
acacccgtcc 
gaatgcagtg 
gagactgcct 
atataccaat 
acacagaaga 
atgtggaaag 
cgctaatgag 
aggaagggtg 
gacttgacag 
aaattccact 
aaggcagcaa 
agaacaatgg 
tagcacagag 
gtgtttgcac 



gaaaatgagg 
aaattagtaa 
aaacgaagag 
attaaagaga 
tatcctgctg 
acagacaaga 
caactccttg 
gttttcaact 
ttcataacca 
tgcaaataat 
gcttccagct 
tggaagcttc 
tctactgcaa 
atctgctgtc 
ctttggcatg 
gcagctgatt 
agctttagcc 
caaagctcct 
actgaaatgt 
taactgtagt 
ctcagttcca 
ccaccaggaa 
gatggtaatg 
cacgatatgt 
taaagattgc 
tggagaggtt 
ggatattgac 
gccatcaccc 
agatgaagaa 
ggttgtacaa 
gatggtccat 
caaatgtcta 
ttcagaaatt 
tccacactgt 
ggacagctct 
ctgggaaaaa 
ttctccaggg 



acatttgaga 
accaaaggaa 
gatttcacct 
caagtacaga 
aggatagctc 
ctgctttttg 
ataaaactta 
aaatccaaaa 
ttgaaaaaga 
tcccctccat 
gcttctccgt 
agtgcaccat 
attggcctca 
aaggatcttg 
tatgacaaaa 
acctcagcag 
acagtagaag 
actttctgtg 
gaaggctgtg 
ggagtaagaa 
agacccctac 
ccaagtaaga 
tgcagagtga 
cagtactgca 
aaattcaact 
actttcaatg 
aataatgaca 
ccagaagata 
gccgttaaaa 
tccatcaagc 
tacaccagca 
acattatttc 
ctccgcatat 
tttgaaatca 
cataatcctg 
gcaattcgcc 
caagggaaag 



aggtgattta 
aagtactgaa 
tgacagaaaa 
ctgaaaggaa 
agtgatgtta 
atgggactga 
aaagtatcgg 
gtgcggtcat 
atcgacaact 
cagcccagaa 
gttcaagtcc 
cactcaccaa 
cacgggagag 
tgtgctccat 
ttcttctctt 
atgaaataca 
acttccagat 
attactgtgg 
gattaaatta 
agagacgtct 
agcctgaata 
gaattccttc 
aagttccaca 
agcggttact 
gccataaacg 
gagaaccttc 
taaatagtga 
agatgttctt 
caatcagtcc 
acacaaagag 
gggataacct 
agaatgaatc 
cttcaccacg 
ttactgatac 
ttcttgctgc 
aagccctcat 
atcacaaaga 



aggtgtggac 
tagattaatc 
acaactttta 
aatagattcg 
aatcctttac 
tattaagaga 
catgagtggc 
tttctttact 
attttaaaag 
gtctgtatta 
taagacggga 
ctccagaggc 
tgttaccatt 
agtttatcaa 
tcgccatgac 
tgaaggagac 
tcgtccacat 
tgagatgctg 
ccataaacga 
gtcaaatgta 
tgtagccctt 
ttggagtggt 
cacatttgct 
gaaaggcctc 
ctgtgcatca 
cagtctggga 
tagtagtcgg 
cttggatcca 
atcaacaagc 
gaagagcagc 
gagaaagagg 
tggatcaaag 
agatttcaca 
tatggtatac 
cactggagtt 
gcctgttact 
tttgtctaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 
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agtatctctg tatctaattc^^^gattcag gagaatgtgg atatcagtac tc^^^ccag 2280 
atctttgcag atgaggtgctMRttcaggc cagtttggca tcgtttatgg a<^^piacat 2340 
agaaagactg ggagggatgt ggctattaaa gtaattgata agatgagatt ccccacaaaa 2400 
caagaaagtc aactccgtaa tgaagtggct attttacaga atttgcacca tcctgggatt 24 60 
gtaaacctgg aatgtatgtt tgaaacccca gaacgagtct ttgtagtaat ggaaaagctg 2520 
catggagata tgttggaaat gattctatcc agtgagaaaa gtcggcttcc agaacgaatt 2580 
actaaattca tggtcacaca gatacttgtt gctttgagga atctgcattt taagaatatt 2640 
gtgcactgtg atttaaagcc agaaaatgtg ctgcttgcat cagcagagcc atttcctcag 2700 
gtgaagctgt gtgactttgg atttgcacgc atcattggtg aaaagtcatt caggagatct 2760 
gtggtaggaa ctccagcata cttagcccct gaagttctcc ggagcaaagg ttacaaccgt 2820 
tccctagata tgtggtcagt gggagttatc atctatgtga gcctcagtgg cacatttcct 2880 
tttaatgagg atgaagatat aaatgaccaa atccaaaatg ctgcatttat gtacccacca 2940 
aatccatgga gagaaatttc tggtgaagca attgatctga taaacaatct gcttcaagtg 3000 
aagatgagaa aacgttacag tgttgacaaa tctcttagtc atccctggct acaggactat 3060 
cagacttggc ttgaccttag agaatttgaa actcgcattg gagaacgtta cattacacat 3120 
gaaagtgatg atgctcgctg ggaaatacat gcatacacac ataaccttgt atacccaaag 3180 
cacttcatta tggctcctaa tccagatgat atggaagaag atccttaatc actgagctaa 3240 
cctaaataag gaaggatttc attttatgga ctgatatttt gctgtgtaac ttgttcttcg 3300 
tagattgtca tctgcagtgc tgcaaagata tgaagaaata tgataacgaa taagtgacac 3360 
cagtactgta gttcataatg agtaggtaca ggcgggaaac tgaataataa gaagtcataa 3420 
tggaatcaag gtgaagcttt ttataaactt ttttagccta agcaataact ggttttgtat 3480 
tttttcttaa tccttcactt taatacaata ggctcactta atttgtcttc ccatttctct 3540 
ttatatatat atatatatat aaaaaaatat aaatatatgt ttgtttgttt gtttttttaa 3600 
ggaaaaacaa gtcaagctag catccagtta ctatatagct tggctaaatt atacaagact 3660 
tacaagattg attactcgac aggcttgtat ttaagagata actgtgaggt taccattatg 3720 
tgatgttact ataaggactt ttaacattgg tttaacaaac catagaggca ttgaagggtt 3780 
tttcttagat gcctagaaaa agcacactgg gctgttttac ctttcttttt taggtcaatc 3840 
aagactccaa aatagtgatt cctaaccttt ttggagttgc tctgctactc tgaatatgtt 3900 
ctatacagca taaggattgt caccttctgt gtgttgcaac agcttctaag ataattaggg 3960 
acaaatgatg ttacaaaagg aagagtactg ctggtctaag tgctgagttg tatgtctttg 4020 
catagctcca ctctgctgct aaatatgcat gttctgactg acaccatctt gatgccagta 4080 
ctggattcca gcattcagca ggtgcagatc tcggctttac acaatttatc tttacctagg 4140 
gttcagtcag taatttctgc tttttagcca gggccagtgc agggtcagtt aatgctacag 4200 
ttactgtata gcaaacagta tccttttttc tccttcccct agcctattgg gctttgcaga 4260 
tatctggagt gttttaaagt caattatttt aagcagtttg aggggatgtg taggagtgga 4320 
gcatgaaaca gtttataagg ctggggctgt attatcagca cagcaaatta aagaatgaaa 4380 
gaagtacttc tttttacatt tcagctccag cagccagcta tttaaaaaat atttttaaat 4440 
atcttcccca aagtttaaga tgtgggacca tctacttgta agaaacagtg gcttatttct 4500 
tcatttctca gtaatcattg taaacctttt tttttttctt ctccactcta acaaaagtaa 4560 
aagaacaaaa cttttgctga ggtcttggac tccactactt gttagttatg ttggcctgga 4620 
cagatggcag gtctgtcggc agttcctcag tctgtaaaat gaagattatc attcttgcct 4 680 
ctccctttgt cacagtgttg tcgtgaagat cagatatgta tgaatgcagt caaataaact 4740 
aaaaactagg aaagtgttaa ctatcgttgc ccaccgaatt tgaggtagca aaaaaaaaaa 4800 
agaatgttct ggtacatgaa cagactgaga aggcctttcg acatccctga agctagtctc 48 60 
ctgtctagac taaaaatatc cttgaaagaa tagtagcaaa cagtatgcag tactcctgtg 4920 
ttctaagttc ttttatgttt tagtttaccc tcacagcagc catagtgtta agtcattatg 4980 
agcttcatct taaagataag aaaactgagg caaggggaga ttaacttact gccaaatttc 5040 
aaacagttag tagtatttga gaccagtagt atggctctaa tcttaccctt agccctccca 5100 
accattatgc tgtactatct acccataaat acctccagga aacattcccc tcttggtaat 5160 
ttgtccttct atagaagctt caaagattaa atcaaattaa ttttcaaaaa aaattttttt 5220 
ttagaaatgt tattttccct gtgatagagg atgacttccc agtttcacca aagtctgttt 5280 
atatcaacac acacaaaatg gaataattct gagtcactag gcaatcaatc tactgtggtt 5340 
ttactatgta aggtgaaaat taactggaac gatgtttgtt tgctatactt acatagtcaa 5400 
actttacaag ccatgaaatt aattgcactc tttgtatttg ttgttaaatg cctaagaagt 54 60 
tttctaaaaa ttttgtaaag gcactgtcag agaatctgga gttgaatgat tattccagat 5520 
actgtataac ctgcataact ttttgtcttt aagtcgtgtt tgtaaaagaa gtaattgcta 5580 
gaaacatttg ataatgtaca aagtagtcta taatgactgt tcagtacatt tttaatattt 5640 
ttttggttat atccaacttt ttgtaaatat actggaagct tgataataaa atgtatttcc 5700 
tatcaccata cttttccatg tgaaaacctg agcctatttc tagtataagt atccaaagaa 5760 
aagttttacc tggttgtgtt attttaccag ac 5792 
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<211> 890 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PRKCN kinase polypeptide 



<400> 10 



Mpf 


Cor* 
OCi 




2\cn 
no 1 1 


A 

no 1 1 


Ser 


Pro 


Pro 


Ser 


Ala 


Gin 


Lys 


Ser 


Val 


Leu 


Pro 


1 








5 










10 










15 




Thr 


Al Pi 

n X d 


T 1 p 


Pro 

20 


AT Pi 


Val 


Leu 


Pro 


Ala 
25 


Ala 


Ser 


Pro 


Cys 


Ser 
30 


Ser 


Pro 


T.WQ 

Ly j 


Thr 


f4l V 

uiy 


Leu 


Ser 


Ala 


Arg 


Leu 


Ser 


Asn 


Gly Ser 


Phe 


Ser 


Ala 


Pro 






35 










40 










45 








oci 


T .on 

IiC Li 

50 


Thr 




C q r- 
OCl 


Arg 


Gly 
55 


Ser 


Val 


His 


Thr 


Val 
60 


Ser 


Phe 


Leu 


Leu 


Olil 


T 1 p 

1 1 c 


CI v 
ox y 


JjC LA 


Thr 
iiii 


Arg 


Glu 


Ser 


Val 


Thr 


He 


Glu 


Ala 


Gin 


Glu 


Leu 


65 










70 










75 










80 


Ser 


Leu 


JCl 


Ala 


Val 
85 


Lys 


Asp 


Leu 


Val 


Cys 
90 


Ser 


He 


Val 


Tyr 


Gin 
95 


Lys 


Phe 


Pro 






f4l v 
uiy 


Phe 


Phe 


Gly Met 


Tvr 
i yi 


Asp 


Lys 


He 


Leu 


Leu 


Phe 








100 










105 










110 






Arg 


His 


no JJ 

1 1 R 
X X *J 


Mpr 

VISZ L. 


Hon 
n.o 1 1 


Cpr 
OCI 


Ul u 


Asn 
120 


He 


li " Ll 


Gin 


Leu 


He 
125 


Thr 


Ser 


Ala 


Asp 


Glu 
130 


T 1 p 
lie 


Hi ^ 
n i o 


ftl n 

U1U 


r;i v 

uiy 


Asp 
135 


Leu 


Val 


Glu 


Val 


Val 
140 


Leu 


Ser 


Ala 


Leu 


Ala 


Thr 


val 


r:"| n 

Ol Ll 


Hon 
no p 


Php 

17 i 1C 


CI n 

Ol 11 


He 


Arg 


Pro 


His 


Thr 


Leu 


Tyr 


Val 


His 


145 










150 










155 










160 


Ser 


Tyr 


Lys 


A 1 ^ 


t 1 w 


Th r 
iiii 


Php 


Cys 


Asp 


Tyr 


Cys 


Gly Glu Met 


Leu 












165 










170 










175 




Gly Leu 


V a 1 


ni y 


olil 




Lit! Li 


Lys 


Cys 


Glu 


Gly Cys 


Gly Leu Asn 


Tvr 
lyx 








180 










185 










190 






His 


Lys 


A r rr 
ni y 




Al ^ 
nl d 


Php 


xi y o 


He 


Pro 


Asn 


Asn 


Cys 


Ser 


Gly Val 


Arg 






195 










200 










205 








Lys Arg 


A r rr 
ni y 


T PIT 


OCl 


Asn 


Val 


Ser 


Leu 


Pro 


Gly 


Pro 


Gly 


Leu 


Ser 


Val 




210 










215 










220 










Pro Arg 




J_ifcr Ll 


Olil 


Prn 
1 1 w 


Glu 


Tyr Val Ala 


Leu 


Pro 


Ser 


Glu 


Glu 


Ser 


225 










230 










235 










240 


His 


Val 


Hi q 
ni o 


Olil 


Ul u 

245 


Pro 
r I u 


O CI 


Lys 


Arg 


He 
250 


Pro 


Ser 


Trp 


Ser 


Gly 
255 


Arg 


Pro 


He 


Trr> 
lip 


Met 
260 


Glu 


Lys 


Met 


Val 


Met 
265 


Cys 


Arg 


Val 


Lys 


Val 
270 


Pro 


His 


Thr 


Phe 


Ala 

27 S 

z. / .J 


Val 


His 


Ser 


Tvr 

i y i 


Thr 
280 


Arg 


Pro 


Thr 


He 


Cys 
285 


Gin 


Tyr 


Cys 


Lys 


Arg 


Leu 


Leu 


Lys 


Gly 


Leu 


Phe 


Arg 


Gin 


Gly Met 


Gin 


Cys 


Lys 


Asp 




290 










295 










300 










Cys 


Lys 




Z\ o n 
noil 


oy o 


Hi q 
n i o 


-Uy o 


Arg 


Cys 


Ala 


Ser 


Lys 


Val 


Pro 


Arg 


A QH 
nop 


305 










310 










315 










320 


Cys 


Leu 


Gly 


Glu 


Val 
325 


Thr 


Phe 


Asn 


Gly 


Glu 
330 


Pro 


Ser 


Ser 


Leu 


Gly 
335 


Thr 


Asp 


Thr 


Asp 


He 


Pro 


Met 


Asp 


He Asp Asn 


Asn 


Asp 


He 


Asn 


Ser 


Asp 








340 










345 










350 






Ser 


Ser 


Arg 
355 


Gly 


Leu 


Asp 


Asp 


Thr 
360 


Glu 


Glu 


Pro 


Ser 


Pro 
365 


Pro 


Glu 


Asp 


Lys 


Met 


Phe 


Phe 


Leu 


Asp 


Pro 


Ser Asp 


Leu 


Asp Val 


Glu Arg Asp 


Glu 




370 










375 










380 










Glu 


Ala 


Val 


Lys 


Thr 


He 


Ser 


Pro 


Ser 


Thr 


Ser 


Asn 


Asn 


He 


Pro 


Leu 


385 










390 










395 










400 


Met 


Arg 


Val 


Val 


Gin 
405 


Ser 


He 


Lys 


His 


Thr 
410 


Lys 


Arg 


Lys 


Ser 


Ser 
415 


Thr 



13 



Mpr 


v a x 




Glu 


Gly 






Val 


His 


Tvr 

x y x 


Thr 


Ser 


Arg 


Asp 




j^eu 








420 






^let 




425 










430 






A vrr 
r\X y 


T \;c 
j-t_y o 


A r rr 
ni y 


O X o 


i y x 


x xp 


Arg 


Leu 


Asp 


Ser 


Lys 


Cys 


Leu 


Thr 


Leu 


Phe 






4 35 










440 










445 








OX 1 1 


A o r\ 


ox u 


Q p, y 
OCX 


Gly 


Ser 


Lys 


T vr 

i yi 


T\/r 
i yx 


Lys 


Glu 


He 


Pro 


Leu 


Ser 


Glu 




4^0 










455 










460 










T 1 p 
lie 


lie u 


•tt.j. y 


Tie 

lie 


Ser 


Ser 


Pro 


Arg 


Asp 


Phe 


Thr 


Asn 


He 


Ser 


Gin 


Gly 


4 6S 

*i O J 










470 










475 










480 


Oor 


rloll 


rrx <J 


Hi 
n x o 




Phe 


Glu 


He 


He 


Thr 


Asp 


Thr 


Met 


Val 


Tvr 

x y x 


Phe 










485 










490 










495 




V d X 


ox y 




A<5n 

no 1 1 


Asn 


Gly 


Asp 


Ser 


Ser 


His 


Asn 


Pro 


Val 


Leu 


Ala 


Ala 








son 
\j \j 










505 










510 






Thr 
l hi. 


ui y 


v ax 


ox y 


Leu 


Asp 


Val 


Ala 


Gin 


Ser 


Tro 


Glu 


Lys 


Ala 


He 


Arg 






515 










520 










525 








Gin 


Ala 


Leu 


Mpr 
l ic c 




Val 

v a. x 


Thr 


Prn 


Gin 


Ala 


Ser 


Val 


Cys 


Thr 


Ser 


Pro 




530 










535 










540 










Gly Gin 


ox y 


j_i y o 




His 


Lys 


Asp 


Leu 


Ser 


Thr 


Ser 


He 


Ser 


Val 


Ser 


545 










550 










555 










560 


Asn 


Cys 


Olll 


T 1 p 
x x c 


OXll 


ftl n 

OX IX 


Asn 


Val 


Asp 


He 


Ser 


Thr 


Val 


Tvr 

x y x 


Gin 


He 










565 










570 










575 




Phe 


Ala 


ir 


ftl n 
ox u. 


Val 


Leu 


Gly 


Ser 


Gly 


Gin 


Phe 


Gly 


He 


Val 


Tvr 


Gly 








580 










585 










590 






Gly 


Lys 


Hi q 
n x o 


A r rr 
-ttx y 


xiy o 


Thr 


Gly 


Arg 


Asp 


Val 


Ala 


He 


Lys 


Val 


lie 


Asp 






ZJ -J 










600 










605 








Lys 


Met 


A r*rr 
rix y 


IT 1 


Pro 
t x o 


Thr 

X 11X 


xjy o 


Gin 


Glu 


Ser 


Gin 


Leu 


Arg 


Asn 


Glu 


Val 




610 










61 5 

U X J 










620 










Ala 


He 


Leu 


OX 1 1 


A cjn 
nail 


T.pn 
Xj C- U 


Hi q 


His 


Pro 


Gly 


He 


Val 


Asn 


Leu 


Glu Cys 


625 










630 










635 










640 


Met 


Phe 


ox u 


Th r 

1 1 IX 


Pro 


Glu 


Arg 


Val 


Phe 


Val 


Val 


Met 


Glu 


Lys 


Leu 


His 










64 s 










650 










655 




Gly Asp 


M^f- 


xjc u. 


ftl n 
ox u 




He 


Leu 


Ser 


Ser 


Glu 


Lys 


Ser 


Arg 


Leu 


Pro 


















665 










670 






Glu 


Arg 


lie 


Thr 

1 J. IX 


xj y o 


Php 

t 11C 


Mpf 


Val 


Thr 


Gin 


He 


Leu 


Val 


Ala 


Leu Arg 






67 S 










680 










685 








Asn 


Leu 


nib 


iriie 


Lys 


rioil 


T 1 p 

X X c 


Ua 1 
VOX 


Hi <3 
nio 


Cys 


Asp 


Leu 


Lys 


Pro 


Glu 


Asn 




690 










695 










700 










Val 


Leu 


T Pn 
XjC u 


Al p\ 
.tax a. 


Q p -p 
OCX 


Al a 
r^x a 


Glu 


Pro 


Phe 


Pro 


Gin 


Val 


Lys 


Leu 


Cys Asp 


705 










710 










715 










720 


Phe 


Gly 


DKp 
n ic 


A 1 ^ 
nla 


rA.X y 


T 1 p 
X X c 


T 1 p 

11C 


ox y 


Glu 


Lys 


Ser 


Phe 


Arg 


Arg 


Ser 


Val 










725 










730 










735 




Val 


Gly 


Th r 


Prn 
ITX L> 


A 1 ^ 

M.X a. 


T\/r 

iyr 


T .pi i 
XjC u 


Ala 


Pro 


Glu 


Val 


Leu 


Arg 


Ser 


Lys 


Gly 








740 










745 










750 






Tyr 


Asn 


Arg 


Ser 


Leu 


Asp 


Met 


Trn 
X x^ 


Ser 


Val 


Gly 


Val 


He 


He 


Tyr 


Val 






7SR 
/ j o 










760 










765 








Ser 


Leu 


OCX 


o x y 


X 11X 


Php 
£r 1 1 ts 


Pro 


Phe 


Asn 


Glu 


Asp 


Glu 


Asp 


He 


Asn Asp 




770 










775 










780 










Gin 


He 


m n 

OX 1 1 


A Qn 


Al ^ 


Al p\ 
ni a. 


Phe 


Met 


Tvr 

x y x 


Pro 


Pro 


Asn 


Pro 


Trn 


Arg 


Glu 


785 










790 










795 










800 


He 


Ser 


ox y 


ox u 


Al 3 
ax a. 


T 1 p 


A Q Ti 


Leu 


He 


Asn 


Asn 


Leu 


Leu 


Gin 


Val 


Lys 










805 










810 










815 




Met 


Arg 


Lys 


Arg 


T\/r 
i yx 


Ser 


Val 


Asp 


Lys 


Ser 


Leu 


Ser 


His 


Pro 


Trp 


Leu 








820 










825 










830 






Gin Asp 


iyr 


f;i n 

OXll 


Thr 

X 1 IX 


T rn 
ixp 


XjC U 


Asp 


Leu 


Arg 


Glu 


Phe 


Glu 


Thr 


Arg 


He 






O O 










840 










845 








Gly Glu 


Arg 


T vr 
i yx 


He 


Thr 


His 


Glu 


Ser 


Asp 


Asp 


Ala 


Arg 


Tro 


Glu 


He 




850 










855 










860 










His 


Ala 


Tyr 


Thr 


His 


Asn 


Leu 


Val 


Tyr 


Pro 


Lys 


His 


Phe 


lie 


Met 


Ala 


865 










870 










875 










880 


Pro 


Asn 


Pro 


Asp Asp 


Met 


Glu 


Glu 


Asp 


Pro 















885 890 
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<400> 11 

cgagagccga 

acaaggctga 

gcctctctga 

gaagcttaca 

aagccaaatt 

gactgcaaga 

atcagctgga 

tttctcaaca 

agaaaaaggt 

gctgtgcaga 

aggaagctgc 

ggcagcagat 

gcctgctggc 

ggcgtcttaa 

tgcgagccac 

aatgtctcga 

gcggcttgcc 

actccccagg 

aggtgcccag 

agggatcaaa 

aagaatttga 

ccgaactcgc 

cgcacaccac 

aacagcgctg 

aagcagaagc 

gtctagacat 

aagggctcta 

cagtcttcca 

agcgggcact 

tgcctgccca 

ttggggcagg 

tcattctccg 

cagagccctg 

tctacgaaat 

ccttggcacc 

tgaacagcgc 

tggattctta 

cctttgccta 

agatccaggc 

cgcgctacct 

ataaattaag 

accggggccc 

agcacatcac 

gagagccaag 

ctcctggccg 

agcggtcccc 

tgaggacccc 

ccagaaaaac 

tgctgatggg 

cccacctcgg 

ctgtcagcgc 

actctttcaa 



tcagcggatc 
gattctcgct 
caagctcaat 
gcagaagctg 
acagcagcag 
agctctagat 
aaacattcag 
aaccaaactc 
tcctctgcag 
gctagaggaa 
ccaccgcaaa 
cgccatgtct 
cccgccatcc 
ggaacgcatg 
aaagtgtgct 
atgtcaggtg 
tgctgaatat 
tctccagacc 
gaataacaaa 
agtcctcatt 
gctgtgcctt 
aaatacagcc 
ctgctggccc 
ggtcaccgcc 
tgatgctaaa 
gaactgcacg 
cgccctgaat 
aatttatatt 
gtgtcttgtg 
gcccgacatc 
caagattgag 
ctacaacgaa 
cagctgtatc 
cgacatgaag 
tgctgtgttt 
agggcagcga 
cggaagacgt 
cagagaaccc 
acgctcctca 
gggccctgcc 
ggtcatttgc 
gtccacctcc 
caagcgcgtg 
cacaccccac 
ccccctggag 
cgggaggctg 
gctgtcccag 
caactcctca 
gacccaagcg 
cacggacacc 
ccggtgcctg 
agcattcaca 



accgagtctc 
ctgcagcagg 
gacctggaga 
gagactgaac 
atggacctgc 
cgggctgatc 
gttctctatt 
attgattttc 
tacaatgagc 
gcccttcaga 
gcaacggacc 
gccatcgtgc 
agccgcagaa 
caccacaata 
gtgtgtctgg 
atgtgtcacc 
gccacacact 
aaggagccca 
cgaggacagc 
tatgacaatg 
cccgacgggg 
aaagcagatg 
gggagaaccc 
ttagaatcag 
ctgcttggaa 
ctgcccttca 
gtcttgaaaa 
atcaaggacc 
gacgtgaaga 
tcacccaaca 
aacgggctct 
aacctcagca 
cacttcacca 
cagtacacgc 
gccgcctctt 
gaggagtact 
agccgcacag 
tatctgtttg 
gcagggaccc 
atttcctcag 
tgcaagggaa 
cgcagcagcc 
gcctccagcc 
cgctaccgcg 
cgagagaagt 
tttgaagaca 
gtgaacaagg 
tcttgatctg 
cccacgtgct 
cctgtctcca 
ccctgggcac 
aacttttgta 



gccaggtggt 
ctctcaaaga 
agaagcatgc 
gagagctcaa 
agaaaaatca 
tactgaagac 
ctcatgaaaa 
tgcaagccaa 
tgaagctggc 
agacccgcat 
acccacaccc 
ggtcgccaga 
aggagtcttc 
ttcctcaccg 
ataccgtgca 
ccaagtgctc 
tcaccgaggc 
gcagcagctt 
aaggctggga 
aagccagaga 
atgtatctat 
tcccatacat 
tctacttgct 
ttgtcgcagg 
actccctgct 
gtgaccaggt 
actccctaac 
tggagaagct 
aagtgaaaca 
tttttgaagc 
gcatctgtgc 
aatactgcat 
attacagtat 
tcgaggaatt 
ccaacagctt 
tgctgtgttt 
acgatctcaa 
tgacccactt 
ctgcccgagc 
gagcgattta 
acctcgtgaa 
ccaacaagcg 
cagcgccgcc 
aggggcggac 
cccccggccg 
gcagcagggg 
tctgggacca 
caggaaaaca 
cagccaccct 
ggaggggcag 
ctccctgcag 
cctagctcta 

15 



ggagctggca 
gcagaagctg 
tatgcttgaa 
acagaggctt 
cattttccgt 
agaaagaagt 
ggtgaaaatg 
aatggaccaa 
cctggagaag 
cgagctccgg 
atccacgcca 
gcaccagccc 
aactccagag 
attcaacgta 
ctttggacgc 
cacgtgcttg 
cttctgccgt 
gcacctggaa 
caggaagtac 
agctggacag 
tcatggtgcc 
actgaagatg 
agctcccagc 
tgggagagtt 
gaaactggaa 
ggtgttggtg 
ccatgtccca 
actcatgata 
gtccctggcc 
tgtcaagggc 
agccatgccc 
ccggaaagag 
cctcattgga 
cctggataag 
ccctgtctca 
ccacgaattt 
gtggagtcgc 
caactcactc 
gtacctggac 
cttggcgtcc 
ggagtccggc 
aggcccaccc 
cgaaggcccc 
cgagctgcgc 
gatgctcagc 
ccggctgcct 
gtcttcagta 
ccaaacacac 
ctggctcagc 
gtggctgagg 
tcatctcttt 
gcctgtacca 



gtgaaggagc 
aaggccgaga 
atgaatgccc 
ctggaagagc 
ctgactcaag 
gacttggagt 
gaaggcacta 
cctgctaaaa 
gagaaagctc 
tccgcccggg 
gccaccgcga 
agtgccatga 
gaatttagtc 
ggactgaaca 
caggcatcca 
ccagccacct 
gacaaaatga 
gggtggatga 
attgtcctgg 
aggccggtgg 
gttggtgctt 
gaatctcacc 
ttccctgaca 
tctagggaaa 
ggtgatgacc 
ggcaccgagg 
ggaattggag 
gcaggagaag 
cagtcccacc 
tgccacttgt 
agcaaagtcg 
atagagacct 
accaataaat 
aatgaccatt 
atcgtgcagg 
ggagtgttcg 
ttacctttgg 
gaagtaattg 
atcccgaacc 
tcataccagg 
actgaacacc 
acgtacaacg 
agccacccgc 
agggacaagt 
acgcggagag 
gcgggagccg 
taaatctcag 
tatggaactc 
ggggcccaga 
ctcttcggag 
gcactttgtt 
gttagttcat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 



caaaggaaac 
agatcctagg 
ttttttttta 
gtcattttta 
cccggtcagt 
catagatggc 
ccttttatgg 
gcctcagctc 
cccccagcgt 
gcatgcaata 
ggggcaccca 
gcccgtcggg 
caatgtatta 
ctaactggcc 
agccttacga 
aacttcacac 
taccccacga 
gaagtttgag 
taggtgcagt 
gcaactggta 
ttctgccttt 
cgcctcaaca 
caggtgaaca 
acctggcctg 
aaacgcctac 
tgtgttgctt 
attgaatgtt 
tgggtctttc 
ctgaaaatgt 
aaaagactgt 
attggtttct 
tggtggtagt 
gatgccagca 
agattctagg 
gaagagaaca 
caattagtga 



caaccgggat^Maacaaca 
attggttggti^pkcttttt 

agacaacaga attcttaata 
gctcgaccac atcatcaggt 
tggccaacct cccgcagcca 
cctgctttcc ccagggtgac 
ccttgacgac ttcccctccc 
ggaggcagtg acttggggcc 
catctcccca gcctgctgtt 
gacttgctcg gagcccagca 
cttccttgtc tgtgacggcg 
agttctgcat ggcagttcac 
ataccatccc atagctcctg 
accacaagct gcagtctgta 



ccagagaagg 
ttccctgcct 
aactgtgact 
aaagcagccg 
gcggctccca 
tagaaccaac 
aatctcccac 



atttcagcaa 
gcagaggatg 
ttccaaatga 
cagctcaact 
ctgggtctgc 
ctagaggctt 
aaggcatctg 



acccaggcac ctcctaggta 
tgaccgtgtt ttcaactgtg 



catcccagct 
aaacctccat 
ggagtctgtg 
tgctgaagtt 
agtcttggca 



ccttcctgct 
gtggtagctc 
gggtcgtact 
ttgtctcttg 
tttcatttag 



atattgtgtg tctcatctgt 
acatatttac aagaaacttt 
acttttttat tgtaaaaggt 



tgtggacagc 
ggatataccg 
tctccaaaag 
caaggaatga 



catcttcact 
taacacgaaa 
tacaggcttt 
ttcaagatcc 



aataaagcaa tgatctaaac 



acatggttag 
tttttctctt 
gatttgaata 
ctttgccacc 
agtaggttca 
atcgtagcca 
accagctgag 
aagggacctc 
cccgctttcc 
ctcctgggtc 
tgttgttccc 
tgcatgtgct 
ccaaatcgag 
gcactgaaca 
accaccacct 
actctgttca 
gcctttccct 
cttccagctc 
ggaccctcct 
tgcagttggc 
ttgctttggg 
ggctcaaagg 
tccacagttc 
cgtgtcttaa 
ctttggcaaa 
ccctcccctc 
gtccacagta 
gatctccatg 
gaactgcttt 
atattcgtaa 
gcatttttca 
ggagggtggg 
ttgctgtcaa 
ttcttcatta 
accttgagag 
t 



aatcctaatt 
tgtttctttc 
gcgacgtatt 
gaggcatagt 
tccttgttcc 
aatgtttact 
aatgtatgga 
gagacgcttt 
atatagcttt 
tcggggtcgg 
cactctggga 
gcccccttgg 
accctctgac 
aacaaaaaac 
cccactcagt 
cacccaatcc 
agggctagac 
cgccagggtt 
attagagtac 
aagctaactc 
tcctccacga 
tagacccgtt 
agatcccttt 
cctaagtgct 
tgtcctgctg 
ccgtccccag 
tttggaaagg 
agaaatgggc 
ctgctatata 
aaaaaaaaag 
acacttactt 
gagctccgtg 
aagcttatta 
ccttttttat 
gaatgaactt 



tcctgttgta 
gtagaacagt 
tgttcattct 
gttttcattg 
ggtcatcggg 
ccttccccac 
ggccaggaaa 
ggaggggacg 
tggggaagag 
gttgctctgc 
gacttgccga 
aaaacgctca 
gtcccctcca 
agcgcggttc 
ctaagaccag 
gggaagtcct 
gaaattcctg 
gcggccttat 
ctcttaggcc 
tccaccgcag 
ccagattgca 
ttcttgtttg 
tggcgtttta 
ggcagatttg 
tcactgaaaa 
ttcttgagcc 
gaactagctc 
aggaaattga 
ttggtttcaa 
tgaccaccaa 
gcatcaatca 
tcagaacgag 
tgttgttgaa 



3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5251 
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<223> CIT kinase polypeptide 



<400> 12 



Gin 


Ser 


Arg 


Ala 


Arg 


Ala 


Asp 


Gin 


Arg 


He 


Thr 


Glu 


Ser Arg Gin Val 


1 








5 










10 






15 


Val 


Glu 


Leu 


Ala 


Val 


Lys 


Glu 


His 


Lys 


Ala 


Glu 


He 


Leu Ala Leu Gin 








20 










25 








30 


Gin 


Ala 


Leu 


Lys 


Glu 


Gin 


Lys 


Leu 


Lys 


Ala 


Glu 


Ser 


Leu Ser Asp Lys 






35 










40 










45 


Leu 


Asn 


Asp 


Leu 


Glu 


Lys 


Lys 


His 


Ala 


Met 


Leu Glu Met Asn Ala Arg 




50 










55 










60 




Ser 


Leu 


Gin 


Gin 


Lys 


Leu 


Glu 


Thr 


Glu Arg Glu 


Leu 


Lys Gin Arg Leu 


65 










70 










75 




80 


Leu 


Glu 


Glu 


Gin 


Ala 


Lys 


Leu 


Gin 


Gin 


Gin 


Met 


Asp 


Leu Gin Lys Asn 










85 










90 






95 


His 


He 


Phe 


Arg 


Leu 


Thr 


Gin 


Gly 


Leu 


Gin 


Glu 


Ala 


Leu Asp Arg Ala 



100 105 110 



16 



Asp 


Leu 


Leu 


Lys 


Thr 




kA r a 






115 






m 




lie 


Gin 


Val 


Leu 


Tvr 
j 


Ser 


His 




130 










135 


Ser 


Gin 


Gin 


Thr 


Lys 


Leu 


He 


145 










150 






Ala 


Lys 


Lys 


Lys 


Lys 


Val 










165 






Ala 


Leu 


Glu 


Lys 


Glu 


Lys 


Ala 








180 








Gin 


Ly s 


Thr 


Arg 


He 


Glu 


Leu 






195 










A t rr 


T, V<3 


Ala 


Thr 


Asp 


His 


Pro 




210 










215 


Gin 


Gin 


He 


Ala 


Met 


Ser 


Ala 


<C -J 










230 






Ala 


Met 


Ser 


Leu 


Leu 


Ala 










245 








Thr 


Pro 


Glu 


Glu 


Phe 


Ser 








260 








A <^n 


I le 


Pro 


His 


Arg 


Phe 


Asn 






275 










Cys 


Ala 


Val 


Cys 


Leu 


Asp 


Thr 




290 










295 


Cys 


Leu 


Glu 


Cys 


Gin 


Val 


Met 


305 










310 




Pro 


Ala 


Thr 


Cys 


Gly 


Leu 


Pro 










325 






Ala 


Phe 


Cys 


Arg 


Asp 


Lys 


Met 








340 








Pro 


Ser 


Ser 


Ser 


Leu 


His 


Leu 






355 










Z\cn 




Arg 


Gly 


Gin 


Gin 


Gly 




^70 










375 


oiy 


Cpr 


T,vq 

.y 


Val 


Leu 


He 


Tvr 


385 










390 




Arg 


Pro 


Val 


Glu 


Glu 


Phe 


Glu 










405 








His 


Gly 


Ala 


Val 


Gly 


Ala 








420 










val 


Pro 


T VT 

i yx 


He 


Leu 


Lys 






435 










Trp 


Pro 


Gly 


Arg 


Thr 


Leu 


Tvr 
j 




450 










455 


Gin Arg 




Val 


Thr 


Ala 


Leu 


465 










470 




Ser Arg 


Glu 


Lys 


Ala 


Glu 


Ala 










485 






Leu 


Lys 


Leu 


Glu 


Gly 


Asp 


Asp 








500 








Phe 


Ser 


Asp 


Gin 


Val 


Val 


Leu 






515 










Leu 


Asn 


Val 


Leu 


Lys 


Asn 


Ser 




530 










535 


Val 


Phe 


Gin 


He 


Tvr 
j 


He 


He 


545 










550 




Ala Gly 


Glu 


Glu 


Arg 


Ala 


Leu 










565 






Gin 


Ser 


Leu 


Ala 


Gin 


Ser 


His 








580 








Asn 


He 


Phe 


Glu 


Ala 


Val 


Lys 



595 



Ser 


Asp 


Leu 


Glu 


Tvr 


Gin 


Leu 






120 










125 




% 




Glu 


Lvs 


Val 


Lvs 


Met 


Glu 


Glv 


Thr 


He 










140 










Asp 


Phe 


Leu 


Gin 


Ala 


Lys 


Met 


Asp 


Gin 








155 










160 


Pro 


Leu 


Gin 


Tvr 
y 


Asn 


Glu 


Leu 


Lys 


Leu 






170 










175 




Arg 


Cys 


Ala 


Glu 


Leu 


Glu 


Glu 


Ala 


Leu 




185 










190 






Arg 


Ser 


Ala 


Arg 


Glu 


Glu 


Ala 


Ala 


His 


200 










205 








His 


Pro 


Ser 


Thr 


Pro 


Ala 


Thr 


Ala 


Arg 










220 










He 


Val 


Arg 


Ser 


Pro 


Glu 


His 


Gin 


Pro 








235 










240 


Pro 


Pro 


Ser 


Ser 


Arg 


Arg 


Lys 


Glu 


Ser 






250 










255 




Arg 


Arg 


Leu 


Lys 


Glu 


Arg 


Met 


His 


His 




265 










270 






Val 


Glv 


Leu 


Asn 


Met 


Arg 


Ala 


Thr 


Lys 


280 










285 








Val 


His 


Phe 


Glv 
y 


Arg 


Gin 


Ala 


Ser 


Lys 










300 










Cys 


His 


Pro 


Lys 


Cys 


Ser 


Thr 


Cys 


Leu 








315 










320 


Ala 


Glu 


Tvr 


Ala 


Thr 


His 


Phe 


Thr 


Glu 






330 










335 




Asn 


Ser 


Pro 


Glv 


Leu 


Gin 


Thr 


Lys 


Glu 




345 










350 






Glu 


Gly 


Tro 


Met 


Lys 


Val 


Pro 


Arg Asn 


360 










365 










Asp 


Arg 


Lys 


Tvr 


He 


Val 


Leu 


Glu 










380 










Asp 


Asn 


Glu 


Ala 


Arg 


Glu 


Ala 


Gly Gin 








395 










400 


Leu 


Cys 


Leu 


Pro 


Asp 


Glv 


Asp 


Val 


Ser 






410 










415 




Ser 


Glu 


Leu 


Ala 


Asn 


Thr 


Ala 


Lys 


Ala 




425 










430 






Met 


Glu 


Ser 


His 


Pro 


His 


Thr 


Thr 


Cys 


440 










445 








Leu 


Leu 


Ala 


Pro 


Ser 


Phe 


Pro 


Asp 


Lys 










460 










Glu 


Ser 


Val 


Val 


Ala 


Glv 


Glv 


Arg Val 








475 










480 


Asp 


Ala 


Lys 


Leu 


Leu 


Glv 


Asn 


Ser 


Leu 






490 










495 




Arg 


Leu 


Asp 


Met 


Asn 


Cys 


Thr 


Leu 


Pro 




505 










510 






Val 


Glv 


Thr 


Glu 


Glu 


Glv 


Leu 


Tyr 


Ala 


520 










525 








Leu 


Thr 


His 


Val 


Pro 


Glv 


lie 


Gly Ala 










540 










Lys 


Asp 


Leu 


Glu 


Lys 


Leu 


Leu 


Met 


He 








555 










560 


Cys 


Leu 


Val 


Asp 


Val 


Lys 


Lys 


Val 


Lys 






570 










575 




Leu 


Pro 


Ala 


Gin 


Pro 


Asp 


He 


Ser 


Pro 




585 










590 






Gly 


Cys 


His 


Leu 


Phe 


Gly 


Ala 


Gly Lys 


600 










605 
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He 


Glu 


Asn Gly 


Leu 


CM 




Cys 


Ala 


Ala 


Met 


Pro 


Ser 


Lys 


* 


kVal 




610 










Pl5 










620 






m 


) 


He 


Leu 


Arg 


Tyr Asn 


G1U 


Asn 


Leu 


Ser 


Lys 


Tyr 


Cys 


He 


Arq 


Lys 


Glu 


625 










630 










635 










640 


He 


Glu 


Thr 


Ser 


Glu 
645 


Pro 


Cvs 


Ser 


Cvs 


He 
650 


His 


Phe 


Thr 


Asn 


Tyr 
655 


Ser 


He 


Leu 


He Gly Thr Asn 


Lvs 


Phe 


Tyr 


Glu 


He 


Asp 

IT 


Met 


Lvs 


Gin 


Tyr 








660 










665 










670 






Thr 


Leu 


Glu 


Glu 


Phe 


Leu 


Asp 


Lvs 


Asn Asp 


His 


Ser 


Leu 


Ala 


Pro 


Ala 






675 










680 










685 








Val 


Phe 
690 


Ala 


Ala 


Ser 


Ser 


Asn 
695 


Ser 


Phe 


Pro 


Val 


Ser 
700 


He 


Val 


Gin 


Val 


Asn 


Ser 


Ala 


Gly Gin Arg 


Glu 


Glu 


Tyr 


Leu 


Leu 


Cys 


Phe 


His 


Glu 


Phe 


705 










710 










715 










720 


Gly 


Val 


Phe 


Val 


Asp 


Ser 


Tvr 


Gly Arg Arg 


Ser Arg 


Thr 


Asp 

IT 


Asp 


Leu 










725 










730 










735 




Lys 


Tro 


Ser Arg 


Leu 


Pro 


Leu 


Ala 


Phe 


Ala 


Tyr Arg 


Glu 


Pro 


Tyr 


Leu 








740 










745 










750 






Phe 


Val 


Thr 
755 


His 


Phe 


Asn 


Ser 


Leu 
760 


Glu 


Val 


He 


Glu 


He 
765 


Gin 


Ala 


Ara 


Ser 


Ser 


Ala 


Gly 


Thr 


Pro 


Ala 


Arg 


Ala 


Tyr 


Leu Asp 


He 


Pro 


Asn 


Pro 




770 










775 










780 










Arg 


Tvr 


Leu Gly 


Pro 


Ala 


He 


Ser 


Ser Gly 


Ala 


He 


Tyr 


Leu 


Ala 


Ser 


785 










790 










795 
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Ser 


Tvr 


Gin Asp 


Lys 


Leu 


Arg 


Val 


He 


Cys 


Cys 


Lys 


Gly 


Asn 


Leu 


Val 
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810 










815 




Lys 


Glu 


Ser Gly 


Thr 


Glu 


His 


His 


Arg 


Gly 


Pro 


Ser 


Thr 


Ser 


Arg 


Ser 
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Pro 


Asn 


Lys 


Arg Gly 


Pro 


Pro 


Thr 


Tyr 


Asn 


Glu 


His 


He 


Thr 


Lvs 
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845 








Arg 
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Ser 


Pro 
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855 


Pro 


Pro 


Glu 


Gly 


Pro 
860 


Ser 


His 


Pro 


Ara 


Glu 


Pro 


Ser 


Thr 


Pro 


His 


Arg 


Tyr Arg 


Glu 


Gly Arg 


Thr 


Glu 


Leu 


Arg 


865 










870 










875 










880 


Arg 


Asp 


Lys 


Ser 


Pro 
885 


Gly 


Arg 


Pro 


Leu 


Glu 
890 


Arg 


Glu 


Lvs 


Ser 


Pro 
895 


Gly 


Arg 


Met 


Leu 


Ser 


Thr 


Arg 


Arg 


Glu Arg 


Ser 


Pro 


Gly 


Arg 


Leu 


Phe 


Glu 








900 










905 










910 






Asp 


Ser 


Ser 


Arg 


Gly Arg 


Leu 


Pro 


Ala 


Gly 


Ala 


Val 


Ara 


Thr 


Pro 


Leu 
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920 
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Ser 


Gin 
930 
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Lys 


Val 


Trp 
935 
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Gin 


Ser 


Ser 


Val 
940 











<210> 13 

<211> 2033 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<222> (0) . . . (0) 

<223> STK6 kinase nucleotide 

<400> 13 

gaattccggg actgagctct tgaagacttg ggtccttggt cgcaggtgga gcgacgggtc 60 
tcactccatt gcccaggcca gagtgcggga tatttgataa gaaacttcag tgaaggccgg 120 
gcgcggtgct catgcccgta atcccagcat tttcggaggc cgaggcatca tggaccgatc 180 
taaagaaaac tgcatttcag gacctgttaa ggctacagct ccagttggag gtccaaaacg 240 
tgttctcgtg actcagcaat ttccttgtca gaatccatta cctgtaaata gtggccaggc 300 
tcagcgggtc ttgtgtcctt caaattcttc ccagcgcgtt cctttgcaag cacaaaagct 360 
tgtctccagt cacaagccgg ttcagaatca gaagcagaag caattgcagg caaccagtgt 420 
acctcatcct gtctccaggc cactgaataa cacccaaaag agcaagcagc ccctgccatc 4 80 
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gcacctgaaa 
agaggcagtg 
taatgtttat 
taaagctcag 
gtcccacctt 
agtctaccta 
ttcaaagttt 
ttactgtcat 
atcagctgga 
gaggaccact 
gcatgatgag 
gaagcctcct 
attcacattc 
gcataatccc 
aaattcatca 
atcgtgcagg 
actgaagttt 
tttgttttta 
acatgacact 
ctggaggcaa 
gcacaattct 
gaatagggag 
aggaatctgg 
catctccata 
ttgggataca 
tggagtcata 



ataatcctgaJ^tiggaactg 
gctttggaat^pSittgaaat 

ttggcaagag aaaagcaaag 
ctggagaaag ccggagtgga 
cggcatccta atattcttag 



attctggaat 
gatgagcaga 
tcgaagagag 
gagcttaaaa 
ctctgtggca 



atgcaccact 
gaactgctaa 
ttattcatag 
ttgcagattt 
ccctggacta 



aaggtggatc tctggagcct 
tttgaggcaa acacatacca 
cctgactttg taacagaggg 
agccagaggc caatgctcag 
aaaccatcaa attgccaaaa 
gggagaaatc cttgagccag 
attttaccat tgactgctgc 



ctcagcaggt 
ctgaagtgaa 
ggttcgactg 
cgtggctact 



gtgccttaac 
agtagccacg 
cagtcgaacc 
ttcacttcag 



gttaaggcac acctgctgag 
tgtctgtccg gccccggtag 
tgagagtgtg aaaataggaa 
gaagaggcca tgtgtctcag 
gcatgtgtgt aaactttaaa 



gcatcaaaac 
tggtcgccct 
caagtttatt 
gcatcagctc 
actgtatggt 
tggaacagtt 
cttatataac 
agacattaag 
tgggtggtca 
cctgccccct 
tggagttctt 
agagacctac 
agccagggac 
agaagtactt 
caaagaatca 
ggctgccata 
cctcaatcta 
ctccctattc 
agaattgtgc 
ttgcctccag 
agtgtcatgt 
taaaacaaat 
gcctgttggg 
cacgtgctct 
agctgttaag 
tatgcaggcc 



agaaaaatga 
ctgggtaaag 
ctggctctta 
agaagagaag 
tatttccatg 
tatagagaac 
agaattgcaa 
ccagagaact 
gtacatgctc 
gaaatgattg 
tgctatgaat 
aaaagaatat 
ctcatttcaa 
gaacacccct 
gctagcaaac 
taacctgaca 
gaacgctaca 
agaaagctcc 
tacttatact 
attatgaacc 
ttattgatgt 
atttcttgtg 
tttctagtcc 
acctccattt 
ggcttatttt 
ttcgtggctc 



aaaa 
ga^rtttgg 

aagtgttatt 
tagaaataca 
atgctaccag 
ttcagaaact 
atgccctgtc 
tacttcttgg 
catcttccag 
aaggtcggat 
ttttagttgg 
cacgggttga 
gactgttgaa 
ggatcacagc 
agtcttagga 
ggaacatgct 
caagaaatat 
acatcaataa 
ggaacataat 
agtataagta 
ggagctttct 
tagcgttctt 
tccttaccat 
agggatttgc 
tttaaaacat 
gag 



540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2033 
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<220> 

<221> UNSURE 

<222> (0) . . . (0) 

<223> STK6 kinase polypeptide 
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Pro 


Val 


Gly 


Gly 


Pro 


Lys 


Arg 


Val 


Leu 


Val 


Thr 


Gin 


Gin 


Phe 


Pro 
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Cys 


Gin 


Asn 


Pro 


Leu 


Pro 


Val 


Asn 


Ser 


Gly 


Gin 


Ala 


Gin 


Arg 


Val 


Leu 






35 










40 










45 








Cys 


Pro 


Ser 


Asn 


Ser 


Ser 


Gin 


Arg 


Val 


Pro 


Leu 


Gin 


Ala 


Gin 


Lys 


Leu 




50 










55 










60 










Val 


Ser 


Ser 


His 


Lys 


Pro 


Val 


Gin 


Asn 


Gin 


Lys 


Gin 


Lys 


Gin 


Leu 


Gin 


65 










70 










75 










80 


Ala 


Thr 


Ser 


Val 


Pro 


His 


Pro 


Val 


Ser 


Arg 


Pro 


Leu 


Asn 


Asn 


Thr 


Gin 










85 










90 










95 




Lys 


Ser 


Lys 


Gin 


Pro 


Leu 


Pro 


Ser 


His 


Leu 


Lys 


He 


He 


Leu 


Arg 


Arg 








100 










105 










110 






Asn 


Trp 


His 


Gin 


Asn 


Arg 


Lys 


Met 


Lys 


Asn 


Gin 


Lys 


Glu 


Ala 


Val 


Ala 






115 










120 










125 








Leu 


Glu 


Asp 


Phe 


Glu 


He 


Gly 


Arg 


Pro 


Leu 


Gly 


Lys 


Gly 


Lys 


Phe 


Gly 




130 










135 










140 










Asn 


Val 


Tyr 


Leu 


Ala 


Arg 


Glu 


Lys 


Gin 


Ser 


Lys 


Phe 


He 


Leu 


Ala 


Leu 


145 










150 










155 










160 


Lys 


Val 


Leu 


Phe 


Lys 


Ala 


Gin 


Leu 


Glu 


Lys 


Ala 


Gly 


Val 


Glu 


His 


Gin 










165 










170 










175 




Leu Arg 


Arg 


Glu 


Val 


Glu 


He 


Gin 


Ser 


His 


Leu 


Arg 


His 


Pro 


Asn 


lie 








180 










185 










190 
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Leu Arg 


Leu 


Tvr 
j 


Gly 






His 


Asp 


Ala 


Thr 


Ara 


Val 


Tvr 
j 


M 








195 






m 


^>he 


200 










205 








Leu 


Glu 


T vr 


Ala 


Pro 


Leu 


Gly 


Thr 


Val 


Tvr 


Ara 


Glu 


Leu 


Gin 


Lys 


Leu 




210 










215 










220 










Ser 


Lys 


Phe 


Asp 


Glu 


Gin 


Arg 


Thr 


Ala 


Asn 


Leu 


Tvr 
j 


Asn 


Arg 


He 


Ala 


225 










230 










235 










240 


Asn 


Ala 


Leu 


Ser 


Tvr 
j 


Cys 


His 


Ser 


Lys 


Ara 


Val 


He 


His 


Arg 


Asp 


He 










245 










250 










255 




Lys 


Pro 


Glu 


Asn 


Leu 


Leu 


Leu 


Glv 


Ser 


Ala 


Glv 


Glu 


Leu 


Lys 


He 


Ala 








260 










265 










270 






Asp 


Phe 


Gly Trp 


Ser 


Val 


His 


Ala 


Pro 


Ser 


Ser 


Arg 


Arg 


Thr 


Thr 


Leu 






275 










280 










285 














Leu 


Asp 


Tvr 


Leu 


Pro 


Pro 


Glu 


Met 


He 


Glu 


Glv 


Arg 


Met 




290 










295 










300 










His 


Asp 


Glu 


Lys 


Val 


Asp 


Leu 




Ser 


Leu 


Glv 


Val 


Leu 


Cys 


Tvr 
j 


Glu 


305 










310 










315 










320 


Phe 


Leu 


Val 


Gly 


Lys 


Pro 


Pro 


Phe 


Glu 


Ala 


Asn 


Thr 


Tvr 


Gin 


Glu 


Thr 










325 










330 










335 




Tyr 


Lys 


Arg 


He 


Ser 


Arg 


Val 


Glu 


Phe 


Thr 


Phe 


Pro 


Asp 


Phe 


Val 


Thr 








340 










345 










350 






Glu Gly 


Ala 


Arg 


Asp 


Leu 


He 


Ser 


Arg 


Leu 


Leu 


Lys 


His 


Asn 


Pro 


Ser 






355 










360 










365 








Gin 


Arg 


Pro 


Met 


Leu Arg 


Glu 


Val 


Leu 


Glu 


His 


Pro 


Tro 


He 


Thr 


Ala 




370 










375 










380 










Asn 


Ser 


Ser 


Lys 


Pro 


Ser 


Asn 


Cys 


Gin 


Asn 


Lys 


Glu 


Ser 


Ala 


Ser 


Lys 


385 










390 










395 










400 


Gin 


Ser 
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<223> PDK1 kinase polynucleotide 



<400> 15 

ttattcccca 

cgcgggaaac 

cggctgcttc 

agccgcagct 

caggtggact 

ttcggatcag 

gtcagactgg 

ccatccgttc 

aaggacaaaa 

atcagaaacc 

gagagctttg 

tacatgagtc 

aaaggcaaag 

gtacttgaag 

attaactctc 

caagtggttt 

atgagagcca 

gtcacgctgg 

ttgaggaaaa 

gagacctccc 

tacgcacaat 

gcagttatct 



ctttacctgg 
ctggcgtact 
gcggagccgc 
tcagctcgga 
tctacgcgcg 
tgaatgcttg 
caaatataat 
aattggtaca 
gtgctgagga 
gacacaatga 
gggtggatcc 
gcatttcaat 
gaagtccatc 
ttattaaaga 
ccgaactaga 
atgtaccatc 
ctatggaaca 
gtaatgagga 
ttgacagact 
gcgcagtgcc 
acttccaagg 
acattaaggc 



ctaattgaag 
ggctgtggct 
cttggccggc 
ctcgggctcc 
cttctcgccg 
tgaaaagacc 
gaaagaaata 
aagctggtat 
tgctaaagct 
tgtcattocc 
tgtcaccagc 
tagaatgtta 
tcatcgaaaa 
tggctatgaa 
acttgaagaa 
ccatctctat 
ccatgccaac 
tttgactgtg 
tttcaactac 
tctggctggt 
agacctgaag 
tctgtcaaca 



tgtaacaaaa 
tctctagcgg 
ccgggcccgg 
agcccggcgt 
tccccgctct 
tcatttatgt 
agtctccttc 
atccagagtc 
atttatgact 
acaatggccc 
cagaatgttc 
ctcaatcagc 
cacattggaa 
aatgctaggc 
ctaaatgcaa 
cacatggtgt 
agaggtgttt 
aagatgagtg 
atgtattcaa 
tttggttatg 
ctgtattccc 
gactcaatag 



gcttcatcca 
gactcggcat 
ggctgcgcgc 
ccgagcgcgg 
ccatgaagca 
ttctgcggca 
cagataatct 
ttcaggagct 
ttacagatac 
agggtgtgat 
agtacttttt 
actctttatt 
gcataaatcc 
gtctgtgtga 
aatcaccagg 
ttgaactttt 
acccccctat 
accgaggagg 
ctgcaccaag 
gattgcccat 
tagagggtta 
aaagactccc 



ggaacattgg 
gaggctggcg 
cgccggcttc 
cgttccgggc 
gttcctggac 
agagttgcct 
tctcaggaca 
tcttgatttt 
tgtgatacgg 
tgaatacaag 
ggatcgattc 
gtttggtgga 
aaactgcaat 
tttgtattat 
acagccaata 
caagaatgca 
tcaagttcat 
tggcgttcct 
acctcgtgtt 
atcacgtctt 
cgggacagat 
agtgtataac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 
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aaagctgcct " ggaagcatta^fcpcaccaac cacgaggctg atgactggtg co^^ccagc 1380 

agagaaccca aagacatgadBHcgttccgc agtgcctaga cacactgggg aJ^^ggaaa 1440 

atccaaatgt ggcttttgta ttaaatttgg aaggtatggt gttcagaact atattatacc 1500 

aagtacttta tttatcgttt tcacaaaact atttgagtag aataaatgga aa 1552 

<210> 16 
<211> 436 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PDK1 kinase polypeptide 
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RO 




















60 










eh/a n u 
file ^-Ly 


oer 


v ai 


Asn 


riX a. 


by o 


P 1 n 


Lys 


Thr 
i ill. 


Car 
JCl 


Php 

ll IC 


Mpr 


Php 
it lie 


Leu 


Arg 


D D 


















75 










80 


pi « Pin 

bin bXU 


Leu 


Pro 


v ax 


Arg 


Leu 


M.X d. 


7\ c n 


T 1 p 
lie 




i»y o 


P] n 


T1p 
lie 


Ser 


Leu 








ft R 










QO 










95 




Leu Pro 


Asp 


Asn 


Leu 


Leu 


Arg 


i nr 


r i O 


C o V 
JC1 


vdl 


pi n 
bXIl 


Leu 


Vdl 


Gin 


Ser 






i nn 
1 u u 










1 OR 

1U J 










110 

1 1 u 






i rp iyr 


lie 


P "1 -n 

bin 


Oar 

oer 


Leu 


bxn 


p "1 n 

bX U. 


Leu 


L6U 


Hen 


Php 
it i ie 


Lys 


Hon 


Lys 


Ser 




1 1 c 
110 










1 90 
i z, u 










I 9 R 

II J 








7\ T — Pin 

Ala blU 


Asp 


Aia 


Lys 


Ala 

ax a 


lie 


iyr 


Asp 


Php 


1 LIS. 




Th r 
1 1 li 


1 

Vdl 


He 


Arg 


1 ^0 










i jj 










14 0 

11 u 










He Airg 


Asn 


.H.-L y 


flX o 




A C T"\ 


v d X 


T 1 o 
lie 


Pro 

It 1 


Thr 
i in 


Mpr 

11C u 


A 1 p 


Gin 


Gly Val 


1 A R 








150 










155 










160 


T1q Pin 

lie biu 


iyr 


Lys 


P~| n 
bX U 


Coy- 
Del 


IT ilC 


r;i w 


v d x 




Pro 


Val 


Thr 


O C 1 


Gin 


Asn 








1 

J. \-> *J 










170 










175 




vai bin 


iyr 




Leu 




rt.1 y 


IT 1 1C 


i yr 




Q o 

JCl 


A r rr 


Hp 

11C 


OC 1 


lie Arg 






1 ft n 










1 ft S 

-L O -U 










i v v 






l\Ad +■ Ton 


Leu 


7\ on 


pi n 




Cpv- 


Leu 


T .Pn 


Phe 


w i y 


ft! v 


Lys 


uiy 


Lys 


Gly 




195 










200 










205 








Ser Pro 


Ser 


His 


Arg 


Lys 


His 


He 


Gly 


Ser 


He 


Asn 


Pro 


Asn 


Cys 


Asn 


210 










215 










220 










Val Leu 


Glu 


Val 


He 


Lys 


Asp 


Gly 


Tyr 


Glu 


Asn 


Ala 


Arg 


Arg 


Leu 


Cys 


225 








230 










235 










240 


Asp Leu 


Tyr 


Tyr 


He 


Asn 


Ser 


Pro 


Glu 


Leu 


Glu 


Leu 


Glu 


Glu 


Leu 


Asn 








245 










250 










255 




Ala Lys 


Ser 


Pro 


Gly 


Gin 


Pro 


He 


Gin 


Val 


Val 


Tyr 


Val 


Pro 


Ser 


His 






260 










265 










270 






Leu Tyr 


His 


Met 


Val 


Phe 


Glu 


Leu 


Phe 


Lys 


Asn 


Ala 


Met 


Arg 


Ala 


Thr 




275 










280 










285 








Met Glu 


His 


His 


Ala 


Asn 


Arg 


Gly 


Val 


Tyr 


Pro 


Pro 


He 


Gin 


Val 


His 


290 










295 










300 










Val Thr 


Leu 


Gly 


Asn 


Glu 


Asp 


Leu 


Thr 


Val 


Lys 


Met 


Ser 


Asp 


Arg 


Gly 


305 








310 










315 










320 


Gly Gly 


Val 


Pro 


Leu 


Arg 


Lys 


He 


Asp 


Arg 


Leu 


Phe 


Asn 


Tyr 


Met 


Tyr 








325 










330 










335 




Ser Thr 


Ala 


Pro 


Arg 


Pro 


Arg 


Val 


Glu 


Thr 


Ser 


Arg 


Ala 


Val 


Pro 


Leu 






340 










345 










350 






Ala Gly 


Phe 


Gly 


Tyr 


Gly 


Leu 


Pro 


He 


Ser 


Arg 


Leu 


Tyr 


Ala 


Gin 


Tyr 



355 360 365 



21 



Phe Gin Gly Asp Leu J^^Leu Tyr Ser Leu Glu Gly Tyr Gly 'W^Vksp 

370 ^F 75 380 

Ala Val lie Tyr lie Lys Ala Leu Ser Thr Asp Ser lie Glu Arg Leu 
385 390 395 400 

Pro Val Tyr Asn Lys Ala Ala Trp Lys His Tyr Asn Thr Asn His Glu 

4 05 410 415 

Ala Asp Asp Trp Cys Val Pro Ser Arg Glu Pro Lys Asp Met Thr Thr 

420 425 430 

Phe Arg Ser Ala 
435 



<210> 17 
<211> 1776 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> misc_feature 

<222> (0) . . . (0) 

<223> PAK4 kinase nucleotide 



<400> 17 

atgtttggga 

gtgcacacgg 

agcctgatcg 

tccatccagc 

gccctcacgc 

cggagagaca 

ccggccacca 

cacagcgagg 

aagtcttcca 

tccgggcctg 

gctggccggc 

cagggggagc 

cagtcctcct 

gtgctgggac 

cctgctgttc 

catgagcagt 

ctggacaact 

cgcagctcgg 

gagctgctct 

atgtacaaca 

ggcgccctca 

tgccttgcag 

atcaagagcg 

ttctgcgccc 

tggatggccc 

ctggggataa 

ctcaaagcca 

gtgtcgccat 

gccacggcag 

atcgtgcccc 



agaggaagaa 
gcttcgacca 
aggagtcggc 
ccggggcccc 
tgctgctgga 
gcccgccgcc 
cggccagagg 
caggtggcgg 
gggagggctc 
atgtcggcac 
cctttaacac 
ctcatgacgt 
cctcctcctc 
cccacgcctc 
ctgggccccc 
tccgggctgc 
tcatcaagat 
gcaagctggt 
tcaacgaggt 
gctacctggt 
ccgacatcgt 
tgctgcaggc 
actcgatcct 
aggtgagcaa 
cagagctcat 
tggtgattga 
tgaagatgat 
ccctgaaggg 
ccgagctgct 
tcatgcgcca 



gcgggtggag 
gcacgagcag 
tcgccggccc 
caagaccatc 
cgagtttgag 
gcccgcccgt 
gggcccaggg 
cagtggtgac 
agggggtccc 
cccccagcct 
ctacccgagg 
ggcccctaac 
ccggcctccc 
agagccccag 
tggcccccgc 
cctgcagctg 
tggcgagggc 
ggccgtcaag 
ggtaatcatg 
gggggacgag 
cacccacacc 
cctgtcggtg 
gctgacccat 
ggaagtgccc 
ctcccgcctt 
gatggtggac 
tcgggacaac 
cttcctggac 
gaagcaccca 
gaaccgcacc 



atctccgcgc 
aagttcacgg 
aagcccctcg 
gtgcggggca 
aacatgtcgg 
gcccgccagg 
aaggcaggca 
aggcgacggg 
caggagtcct 
gctggtctgg 
gctgacacgg 
gggccatcag 
acccgagccc 
ctggcccctc 
tcaccacagc 
gtggtggacc 
tccacgggca 
aagatggacc 
agggactacc 
ctctgggtgg 
aggatgaacg 
ctccacgccc 
gatggcaggg 
cgaaggaagt 
ccctacgggc 
ggagagcccc 
ctgccacccc 
cgcctgctgg 
ttcctggcca 
agatga 



cgtccaactt 
ggctgccccg 
tcgaccccgc 
gcaaaggtgc 
tgacacgctc 
aaaatgggat 
gccgaggccg 
cggggccaga 
cccgggacaa 
ccagtggggc 
accacccatc 
cggggggcct 
gaggtgcccc 
cagcctgcac 
gggagccaca 
caggcgaccc 
tcgtgtgcat 
tgcgcaagca 
agcacgagaa 
tcatggagtt 
aggagcagat 
agggcgtcat 
tgaagctgtc 
cgctggtcgg 
cagaggtaga 
cctacttcaa 
gactgaagaa 
tgcgagaccc 
aggcagggcc 



cgagcaccgc 
ccagtggcag 
ctgcatcacc 
caaagatggg 
caactccctg 
gccagaggag 
gttcgccggt 
gaagaggccc 
acgccccctc 
gaaactggca 
ccggggtgcc 
ggccatcccc 
cagccctgga 
ccccgccgcc 
gcgagtatcc 
ccgctcctac 
cgccaccgtg 
gcagaggcgc 
tgtggtggag 
cctggaagga 
cgcagccgtg 
ccaccgggac 
agactttggg 
cacgccctac 
catctggtcg 
cgagccaccc 
cctgcacaag 
tgcccagcgg 
gcctgccagc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1776 



<210> 18 
<211> 591 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PAK4 kinase polypeptide 
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<400> 18 




Met 


Phe 


Glv 


Lys 


1 








Phe 


Glu 


His 


Arg 








20 


Thr 


Gly 


Leu 


Pro 






35 




Arg 


Pro Lys 


Pro 




50 






Gly Ala 


Pro 


Lys 


65 








Ala 


Leu 


Thr 


Leu 


Ser 


Asn 


Ser 


Leu 








100 


Gin 


Glu 


Asn 


Glv 






115 




Pro 


Gly Lys 


Ala 




130 






Gly Gly Gly 


Ser 


145 








Lys 


Ser 


Ser 


Arg 


Lys 


Arg 


Pro 


Leu 








180 


Leu 


Ala 


Ser 


Gly 






195 




Pro 


Arg 


Ala 


As P 




210 






His 


Asp 


Val 


Ala 


225 








Gin 


Ser 


Ser 




Pro 


Ser 


Pro 


Gly 








260 


Pro 


Pro 


Ala 


Cys 






275 




Pro 


Arg 


Ser 


Pro 




290 






Arg Ala Ala 


Leu 


305 








Leu 


Asp 


Asn 


Phe 


He 


Ala 


Thr 


Val 










Asp 


Leu 


Arg 


Lys 






355 




He 


Met 


Arg 


Asp 




370 






Tyr 


Leu 


Val 




385 








Gly Ala 


Leu 


Thr 


He 


Ala 


Ala 


Val 








420 


Ala 


Gin 


Gly 


Val 






435 




Thr 


His 


Asp 


Gly 




450 






Val 


Ser 


Lys 


Glu 



465 



Arg Lys Lys Arg 
5 

Val His Thr Gly 

Arg Gin Trp Gin 
40 

Leu Val Asp Pro 
55 

Thr He Val Arg 
70 

Leu Leu Asp Glu 
85 

Arg Arg Asp Ser 

Met Pro Glu Glu 
120 

Gly Ser Arg Gly 
135 

Gly Asp Arg Arg 
150 

Glu Gly Ser Gly 
165 

Ser Gly Pro Asp 

Ala Lys Leu Ala 
200 

Thr Asp His Pro 
215 

Pro Asn Gly Pro 
230 

Ser Ser Ser Arg 
245 

Val Leu Gly Pro 

Thr Pro Ala Ala 
280 

Gin Arg Glu Pro 
295 

Gin Leu Val Val 
310 

He Lys He Gly 
325 

Arg Ser Ser Gly 

Gin Gin Arg Arg 
360 

Tyr Gin His Glu 

375 ' 
Asp Glu Leu Trp 
390 

Asp He Val Thr 
405 

Cys Leu Ala Val 

He His Arg Asp 
440 

Arg Val Lys Leu 
455 

Val Pro Arg Arg 
470 



Val 


Glu 


lie 


Ser 




10 






Phe 


Asp 


Gin 


His 


25 








Ser 


Leu 


He 


Glu 


Ala 


Cys 


He 


Thr 








60 


Glv 


Ser 


Lys 


Glv 






75 




Phe 


Glu 


Asn 


Met 




90 






Pro 


Pro 


Pro 


Pro 


105 








Pro 


Ala 


Thr 


Thr 


Arg 


Phe 


Ala 


Glv 








140 


Ara 


Ala 


Glv 


Pro 






155 




Gly 


Pro 


Gin 


Glu 




170 






Val 


Glv 


Thr 


Pro 


185 








Ala 


Gly 


Ara 


Pro 


Ser 


Arg 


Glv 


Ala 








220 


Ser 


Ala 


Glv 


Glv 






235 




Pro 


Pro 


Thr 


Arg 




250 






His 


Ala 


Ser 


Glu 


265 








Pro 


Ala 


Val 


Pro 


Gin 


Arg 


Val 


Ser 








300 


Asp 


Pro 


Glv 


Asp 






315 




Glu 


Gly 


Ser 


Thr 




330 






Lvs 


Leu 


Val 


Ala 


345 








Glu 


Leu 


Leu 


Phe 


Asn 


Val 


Val 


Glu 








380 


Val 


Val 


Met 


Glu 






395 




His 


Thr 


Arg 


Met 




410 






Leu 


Gin 


Ala 


Leu 


425 








He 


Lys 


Ser 


Asp 


Ser 


Asp 


Phe 


Gly 








460 


Lys 


Ser 


Leu 


Val 






475 






Ala 


Pro 


Ser 


Asn 






15 




Glu 


Gin 


Lys 


Phe 




30 






Glu 


Ser 


Ala 


Arg 


45 








Ser 


He 


Gin 


Pro 


Ala 


Lys 


Asp Gly 








80 


Ser 


Val 


Thr 


Arg 






95 




Ala 


Arg 


Ala 


Arg 




110 






Ala 


Arg 


Gly Gly 


125 








His 


Ser 


Glu 


Ala 


Glu 


Lys 


Arg 


Pro 








160 


Ser 


Ser 


Arg 


Asp 






175 




Gin 


Pro 


Ala 


Gly 




190 






Phe 


Asn 


Thr 


Tyr 


205 








Gin 


Gly 


Glu 


Pro 


Leu 


Ala 


He 


Pro 








240 


Ala 


Arg 


Gly Ala 






255 




Pro 


Gin 


Leu 


Ala 




270 






Gly 


Pro 


Pro 


Gly 


285 








His 


Glu 


Gin 


Phe 


Pro 


Arg 


Ser 


Tyr 








320 


Glv 


lie 


Val 


Cys 






335 




Val 


Lys 


Lys 


Met 




350 






Asn 


Glu 


Val 


Val 


365 








Met 


Tvr 


Asn 


Ser 


Phe 


Leu 


Glu Gly 








400 


Asn 


Glu 


Glu 


Gin 






415 




Ser 


Val 


Leu 


His 




430 






Ser 


He 


Leu 


Leu 


445 








Phe 


Cys 


Ala 


Gin 


Gly 


Thr 


Pro 


Tyr 



480 



23 



m 



le Ser Arg 



Trp Met Ala Pro Glu 

Asp lie Trp Ser Leu Gl^Ile Met Val 
500 505 
Pro Pro Tyr Phe Asn Glu Pro Pro Leu 

515 520 
Asp Asn Leu Pro Pro Arg Leu Lys Asn 

530 535 
Leu Lys Gly Phe Leu Asp Arg Leu Leu 
545 550 
Ala Thr Ala Ala Glu Leu Leu Lys His 
565 

Pro Pro Ala Ser lie Val Pro Leu Met 
580 585 



Leu Pro 
490 

lie Glu 

Lys Ala 

Leu His 

Val Arg 
555 
Pro Phe 
570 

Arg Gin 



Tyr Gly 

Met Val 

Met Lys 
525 
Lys Val 
540 

Asp Pro 
Leu Ala 
Asn Arg 



k Val 



Pro 



Asp Gly Glu 
510 

Met lie Arg 

Ser Pro Ser 

Ala Gin Arg 
560 

Lys Ala Gly 

575 
Thr Arg 
590 



<210> 19 

<211> 6383 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc__f eature 

<222> (0) . . . (0) 

<223> ITK kinase nucleotide 



<400> 19 

cgcggccgct 

attcagatat 

aatatattca 

taacacttca 

atcttcacat 

acataaaatt 

ccccaaagtt 

aaacttgtat 

aatggctgac 

attattagga 

aaacagaaat 

atttacctca 

ctaggatggc 

gtcaatcata 

agaacaacac 

tgtggtctgg 

catgaaaatg 

cctgctgcca 

cacaacacca 

acaggtgagc 

tcataatttc 

cttataaaga 

ttgcttatct 

caaacttaaa 

aaaagtcagt 

ttcaagcact 

tgttcctcag 

atgagtagta 

aataaaatgc 

gaactttcaa 

tcctacataa 

gagccaccga 

agaaggtgac 

aagaggtgat 

cctggaagaa 

taaagtccgc 



atatataatg 
gtttgaaaca 
acacttacaa 
aaagatatgt 
gctcttaaag 
ttctagctct 
gccgcttccc 
ttcggggaga 
attagtagca 
ttttaaacaa 
agtgtagcca 
tctaaaaatg 
tgaatgtttt 
agcaagtttg 
gctgcgagaa 
gaaaacctat 
aatttgtggg 
aggagacatg 
aaggaaaagg 
tttggtcagt 
caactcaaaa 
aatatgtcaa 
tagtttgacc 
aggaaaaaaa 
tcttttattc 
tcttccatca 
gagctatatc 
tttccttcca 
aggagactag 
atctgggtgt 
aaaagcatga 
tgttaagaaa 
aacaaattga 
gcccaaggtg 
cagctcatca 
ttctttgtgt 



cagcatcaca 
ttcttaaggc 
aaagtgatat 
atatatactt 
tattatttgt 
gtaacacaat 
agcattaaga 
aagacctctt 
aaaccttagt 
acaatagcat 
aatatcattc 
aaggtaaaac 
ctaaaccaga 
cagttcacag 
tacagtctac 
gcttgccagg 
ttatcagtaa 
gggcaagagt 
gggctggaat 
ctgttcttca 
atacaaatga 
cataacagta 
tcagcataag 
gcgaaaccaa 
cagaggtcac 
tatcctagag 
tgttactcaa 
atttttaaag 
aagcaacaac 
ttctatcaaa 
gctgaaagtg 
aaaatggctt 
ggccgcgaat 
caccaccttt 
agaaatccca 
taaccaaagc 



ccatgtaggg 
tacaaaacag 
gataaagaat 
ttttttacaa 
actcagtgta 
gcaattttta 
catgcaccca 
ttaaaaaata 
tatctgaaaa 
ttagacataa 
tcttcagcta 
gaaagaggca 
aatggttaga 
gcattttaat 
agtctgcatt 
acaaggcagg 
acagtatgag 
tgaagatttg 
caagttcagc 
aaatatgtat 
tcctcagttc 
tgacataaca 
gcaaaatccc 
cttcatgcaa 
tgagaaaagt 
gtgagatatg 
ttgagggtaa 
attttcagaa 
ttattttgga 
atgtgatttt 
gaggaccctc 
aagcggtacc 
tcggcgaaaa 
caagaactgg 
acaaaagaga 
cagcctggca 



catttactct 
aacatagaaa 
ataaagtact 
gtaacatcac 
aggctattat 
atccattcaa 
cccctcttct 
atccaattag 
taacatattg 
agtaggaagc 
ccttaagtaa 
aaaataaata 
aaggaacttt 
tcaaccttga 
aaataagaat 
gtgctgagct 
gactacacag 
agaggaaatg 
caaagcacct 
gatcatatgg 
tatacttttg 
gttaaaataa 
ctggagaata 
agattccttt 
accatctgct 
ggaaacagaa 
gacaaagtga 
gctgagatca 
ctcctgagat 
cattaaaatc 
tatcttctca 
ttcaacaact 
ctctttcctt 
atcatgaaca 
agaacttctc 
tactttgaag 



tattttatac 
aataaacagg 
agtttccttt 
aaatgctcac 
cgtttttcat 
gtaagttcaa 
aagattttct 
tgggagagta 
gaaatgagac 
aaaatacagt 
aagacaaaac 
ttgctagttt 
attgcaccaa 
gtcacaaagg 
atatcagcat 
taggtcatgc 
atgccagcat 
aagagacata 
aacacaaaaa 
taatgaagtt 
cctctattct 
ggacaaaagc 
catttaaaaa 
taaaactatc 
aaaattctct 
agcaaatcag 
caatgaagat 
aaccccactc 
caaacacatt 
agtaagctag 
ttccttaact 
attctagtta 
tggttgtgct 
actttatcct 
cctcgaactt 
atcgtcatgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 



24 



gaagaagcgc acgctgaagqdj^iccattga gctctcccga atcaaatgtg tt^^attgt 2220 
gaaaagtgac atcagcatcd^JPigccacta taaatacccg tttcaggtgg tt^Brgacaa 2280 
ctacctccta tatgtgtttg ctccagatcg tgagagccgg cagcgctggg tgctggccct 2340 
taaagaagaa acgaggaata ataacagttt ggtgcctaaa tatcatccta atttctggat 2400 
ggatgggaag tggaggtgct gttctcagct ggagaagctt gcaacaggct gtgcccaata 24 60 
tgatccaacc aagaatgctt caaagaagcc tcttcctcct actcctgaag acaacaggcg 2520 
accactttgg gaacctgaag aaactgtggt cattgcctta tatgactacc aaaccaatga 2580 
tcctcaggaa ctcgcactgc ggcgcaacga agagtactgc ctgctggaca gttctgagat 2640 
tcactggtgg agagtccagg acaggaatgg gcatgaagga tatgtaccaa gcagttatct 2700 
ggtggaaaaa tctccaaata atctggaaac ctatgagtgg tacaataaga gtatcagccg 2760 
agacaaagct gaaaaacttc ttttggacac aggcaaagaa ggagccttca tggtaaggga 2820 
ttccaggact gcaggaacat acaccgtgtc tgttttcacc aaggctgttg taagtgagaa 2880 
caatccctgt ataaagcatt atcacatcaa ggaaacaaat gacaatccta agcgatacta 2940 
tgtggctgaa aagtatgtgt tcgattccat ccctcttctc atcaactatc accaacataa 3000 
tggaggaggc ctggtgactc gactccggta tccagtttgt tttgggaggc agaaagcccc 3060 
agttacagca gggctgagat acgggaaatg ggtgatcgac ccctcagagc tcacttttgt 3120 
gcaagagatt ggcagtgggc aatttgggtt ggtgcatctg ggctactggc tcaacaagga 3180 
caaggtggct atcaaaacca ttcgggaagg ggctatgtca gaagaggact tcatagagga 3240 
ggctgaagta atgatgaaac tctctcatcc caaactggtg cagctgtatg gggtgtgcct 3300 
ggagcaggcc cccatctgcc tggtgtttga gttcatggag cacggctgcc tgtcagatta 3360 
tctacgcacc cagcggggac tttttgctgc agagaccctg ctgggcatgt gtctggatgt 3420 
gtgtgagggc atggcctacc tggaagaggc atgtgtcatc cacagagact tggctgccag 34 80 
aaattgtttg gtgggagaaa accaagtcat caaggtgtct gactttggga tgacaaggtt 3540 
cgttctggat gatcagtaca ccagttccac aggcaccaaa ttcccggtga agtgggcatc 3600 
cccagaggtt ttctctttca gtcgctatag cagcaagtcc gatgtgtggt catttggtgt 3660 
gctgatgtgg gaagttttca gtgaaggcaa aatcccgtat gaaaaccgaa gcaactcaga 3720 
ggtggtggaa gacatcagta ccggatttcg gttgtacaag ccccggctgg cctccacaca 3780 
cgtctaccag attatgaatc actgctggaa agagagacca gaagatcggc cagccttctc 3840 
cagactgctg cgtcaactgg ctgaaattgc agaatcagga ctttagtaga gactgagtac 3900 
caggccacgg gctcagatcc tgaatggagg aaggatatgt cctcattcca tagagcatta 3960 
gaagctgcca ccagcccagg accctccaga ggcagcctgg cctgtactca gtccctgagt 4020 
caccatggaa gcagcatcct gaccacagct ggcagtcaag ccacagctgg agggtcagcc 4080 
accaagctgg gagctgagcc agaacaggag tgatgtctct gcccttcctc tagcctcttg 4140 
tcacatgtgg tgcacaaacc tcaacctgac agctttcaga cagcattctt gcacttctta 4200 
gcaacagaga gagacatgac gtaagaccca gattgctatt tttattgtta tttttcaaca 4260 
gtgaatctaa agtttatggt tccagggact ttttatttga cccaacaaca cagtatccca 4320 
ggatatggag gcaaggggaa caagagcatg agtgtttttc caagaaactg gtgagttaag 4380 
taagattaga gtgagtgtgc tctgttgctg tgatgctgtc agccacagct tcctgccgta 4440 
gagaatgata gagcagctgc tcacacagga ggccggatat ctgataagca gctttatgag 4500 
gttttacaga gtatgctgct acctctctcc ttgaagggag catggcagac ccattggatg 4560 
gattggggtg aacagttcag gtcccatgct tggagcattg ggtatctgat gtctgcacca 4 620 
gaacaagaga acctctgacg gtggagaacc atgtggtgta agaagagatc ttaggtctct 4 680 
tctttatacc aagctcatgt tttataccaa gctcatcttt tataccaagc tgtgcaggtg 4740 
actatgcctc ctcttctgca cagaatgctt ccaccagcat cctgagaaga aatgattact 4800 
tctgtaaaac atcctttttt ccagcctctg ggaatcagcc cccccctctc tgcactatcc 4860 
gatcctcatc aacagagggc agcattgtgt tggtcagtgt tcccttggcg agcaattgaa 4 920 
acttgtttag gccctagggt tgagcaattt taaggttgag actccaagtc tcctaaaatt 4 980 
ctaggagaga aataaagagt ctgtttttgc tcaaaccatc aggatggaaa cagtcaggca 5040 
ctgactgggg tgcttccaag aggcatgaga gtgcctactc tggcttgagc acttctatat 5100 
gcaaggtgaa tatgtactga gctaggagac ttccctgcaa aatctctgtt caccctgggt 5160 
tcacatcccc atgaggtaat attattattc ccattttaca aataatgtaa ctgaggcttt 5220 
aaaaagccaa gacatctgcc caaagtgatg gaactagaaa gtctagagct ggtattctag 5280 
cccaaatctg tctgaccgca atacacagat tatttattcc tattagacac tggcttctac 5340 
tgaaaatgaa acttattgca gagggaataa atacaaagat ggaaagccag taaagaagtc 5400 
agtatagaac cactagcgat agtgttgctc tggcacagac cactgtggtt gatgcatggc 5460 
cctccaactt ggaataggat tttccttttc ctattctgta tccttacctt ggtcatgtta 5520 
atgactttgg agttattcag ttcctgaccc tttaattctc acaaccaacc agtcatgttg 5580 
cttgaagcca ttatagacga gcttcaaagc aactttaaaa gattgttatg tagaagtatg 5640 
agttcttcct ttaattatca ttccaacttt cagctgtagt cttcttgaac acttatgagg 5700 
agggaggaca ttccctgata taagagagga tggtgttgca attggctctt tctaaatcat 5760 
gtgacgtttt gactggcttg agattcagat gcataatttt taattattgt gaagtggaga 5820 
gcctcaagat aaaactctgt cattacgaag atgattttac tcagcttatc caaaattatc 5880 
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tctgtttact ttttagaati^katacatta tcttttggga tccttaatta ga^^gattt 5940 
ctggaacatt cagtctagacHp^aaacatt ggaattgact gatctctgtg gl^Jjgttta 6000 
gaaaattccc ctgtgcatgg tattaccttt ttcaagctca gattcatcta atcctcaact 6060 
gtacatgtgt acattcttca cctcctggtg ccctatcccg caaaatgggc ttcctgcctg 6120 
ggtttttctc ttctcacatt ttttaaatgg tcccctgtgt ttgtagagaa ctcccttata 6180 
cagagttttg gttctagttt tatttcgtag attttgcatt ttgtaccttt tgagactatg 6240 
tatttatatt tggatcagat gcatatttat taatgtacag tcactgctag tgttcaaaat 6300 
aaaaatgtta caaatacctg ttatcctttg tagagcacac agagttaaaa gttgaatata 6360 
gcaatattaa agctgcattt taa 6383 

<210> 20 
<211> 620 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 

<222> (0) . . . (0) 

<223> ITK kinase polypeptide 
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<210> 21 
<211> 2604 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> BMX kinase polynucleotide 



<400> 21 

atgaacatac 

ttctttccat 

ggaaacaact 

tgataatatg 

gaagaaaatg 

ttcctactat 

gaaaatcaga 

cccatttcag 

ccgaagtcag 

caagtaccat 

agcagcccca 

agagaaacac 

tgttctcaaa 



atcacaatgt 
ttttctgaca 
tttttgtttt 
gatacaaaat 
tcaccaaata 
gaatatgaca 
tgtgtggaga 
attgtctata 
tggttgaaag 
agtgggttct 
ggatgtaccc 
agagttccca 
atggatgcac 



gaacagtggt 
gtttgaattt 
ggaaaaagaa 
ctattctaga 
attacaaaga 
aaatgaaaag 
aagtaaatct 
aagatgggct 
cattacaaaa 
tcgtggacgg 
tctgggaagc 
ccttcccaga 
catcttcaag 



catctccaga 
tctgtaataa 
agatgctgcc 
agaacttctt 
acggcttttt 
gggcagcaga 
cgaggagcag 
tctctatgtc 
agagataagg 
gaagttcctg 
atatgctaat 
cagagtgctg 
taccactcta 



tagtagaatt 
ttaattgact 
gctaatcagt 
ctcaaaagat 
gttttgacca 
aaaggatcca 
acgcctgtag 
tatgcatcaa 
ggtaaccccc 
tgttgccagc 
ctgcatactg 
aagatacctc 
gcccaatatg 



tcagatatgt 60 
tttatacaat 120 
ggatgaaaga 180 
cacagcaaaa 240 
aaacaaacct 300 
ttgaaattaa 360 
agagacagta 420 
atgaagagag 480 
acctgctggt 540 
agagctgtaa 600 
cagtcaatga 660 
gggcagttcc 720 
acaacgaatc 780 
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• ♦ aaagaaaaac 
caactcaaag 
agacttccct 
tgcaagcagt 
attccctgag 
tggtaacatc 
atttatggtt 
tgtgaatgat 
attatacctg 
acacaattca 
ccccgactct 
gttgaaggag 
gtatgatgtt 
ggaggcccag 
ttcaaaggaa 
ttacctgagg 
tgtctgtgaa 
tcgtaactgc 
gtatgttctt 
agctccagag 
gatcctgatg 
ccaggtggtt 
caccatctac 
tcagcaactc 
ttaggagtgc 
aagtagcaag 
atttagaaat 
attttgtttt 
agactgcaat 
attggatatt 
gtacagaaat 



tatggctcco^topcaccatc 
aaaatctatcJ^Bccccagcc 

gactggtggc aagtaagaaa 
aaccaaaaag aaagaaatgt 
tcaagttcat ctgaagaaga 
tccagatcac aatctgaaca 
agaaattcga gccaagtggg 
aaaaaaggaa ctgtcaaaca 
gcagaaaact actgttttga 
gcaggcatga tcacacgccg 
gtgtccctgg caaatggaat 
ctgggaagtg gccagtttgg 
gctgttaaga tgatcaagga 
actatgatga aactcagcca 
taccccatat acatagtgac 
agtcacggaa aaggacttga 
ggcatggcct tcttggagag 
ttggtggaca gagatctctg 



gatgaccagt 
gtgtttcatt 
tgggaggtgt 
ctgaaggtct 
cagatcatgt 
ctgtcttcca 
tgataagaat 
gcataatgta 
gaacaaggca 
atgctgctcc 



atgtcagttc 
acttcaaata 
tcagcctggg 
cccagggcca 
acagctgctg 
ttgaaccact 
gaatatagat 
atttagctag 
ggaaacaaaa 
tgatataaca 



atagagactg tgttcatgtg 
cattcttttc tttatattgt 
gtggaaaaaa aaaa 



ttcaagtacc 
aaacttcaac 
actgaaaagt 
gaatcacacc 
ggaaaacctg 
gttactcaga 
aatgtacaca 
ttaccacgtg 
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ccaccctgtg 
ctgggaactg 
agtggtccag 
gggctccatg 
tcccaagctg 
tgaatatata 
accttcccag 
tcaccaattc 
tgtgaaagta 
agtcggaaca 
cagcagcaag 
gaagcagccc 
caggctttac 
gcacgagctt 
tcgggaaaaa 
gctggccagc 
tttttaatag 
gattcccttg 
ctttccagcc 
taaagactga 
cattgtcaca 



agtctagcgc 
atgcagtata 
agcagcagca 
acctcaaaga 
gatgattatg 
caaaagggaa 
gtgtccttat 
catacaaatg 
aagcttattc 
tcaacaaagg 
aaaagagaag 
ctgggcaagt 
tcagaagatg 
gttaaattct 
agcaatggct 
ctcttagaaa 
atacaccggg 
tctgactttg 
aagtttccag 
tcagacgtat 
tatgacttgt 
cggccccacc 
ccagaaaagc 
gacaagcatt 
attttcattc 
tgttctctgt 
aaatttagat 
tatagcagaa 
gcagaactga 
acaattaaat 
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<221> UNSURE 
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<223> BMX kinase polypeptide 
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645 650 
His Leu Ala Ser Asp 'Ble Tyr Gin He Met Tyr Ser Cys 

660 665 670 

Glu Leu Pro Glu Lys Arg Pro Thr Phe Gin Gin Leu Leu Ser Ser He 

675 680 685 

Glu Pro Leu Arg Glu Lys Asp Lys His 
690 " 695 



<210> 23 

<211> 3742 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> PRKCM kinase polynucleotide 



<400> 23 

gaattccttc 

cctcccgatc 

ttttccgtct 

ctgccgcgcc 

cgcccctccg 

agcggccgcc 

cgcggccccg 

gctgctgctg 

ctccattgtc 

gctttttcgc 

tatccaggaa 

tcagattcgt 

ctgtggagaa 

gaattaccat 

aaggctctca 

ctctacaagt 

tcgagagaag 

tttgatgtct 

agtgtgccag 

agattgcaga 

cgaagtgacc 

agaagggagt 

agcaatggtc 

gcaagatcca 

caatatccca 

agtcatgaaa 

ctattggaga 

ctacaaggaa 

aattcctaat 

tgtgggagaa 

tggcgttggt 

cgtcattccc 

gagtatttca 

gatttttcct 

tcgtaaaaca 

acaagaaagc 

tgtaaatttg 

ccatggagac 

aacgaagttt 

cgttcactgt 

ggtgaaactt 

agtggtgggt 

ctctctagac 



tctcctcctc 
ctcatcccct 
gggctctcgg 
gccagccccc 
gtcctgcggc 
gcactggtcc 
gtcgggggca 
caggactcgt 
gaccagaagt 
catgacccta 
ggcgatctta 
ccccacgctc 
atgctgtggg 
aagagatgtg 
aacgtttccc 
gcccctgatg 
aggtcaaatt 
aaagttaaag 
tactgcaaga 
ttcaactgcc 
attaatggag 
gatgacaatg 
caagatgcag 
gacccagacc 
ctcatgaggg 
gaaggatgga 
ttggatagca 
attcctttat 
ggggccaatc 
aatgtggtca 
gcagatgtgg 
aagggctcct 
gtatcaaatt 
gatgaagtac 
ggaagagatg 
cagcttcgta 
gagtgtatgt 
atgctggaaa 
ttaattactc 
gacctcaaac 
tgtgattttg 
acccccgctt 
atgtggtctg 



ctcgcccttc 
tgccctcccc 
agaaagaagc 
gccctccgct 
cgcccagtcc 
cagggtccgg 
tctcgttcca 
ccggggacta 
tccctgaatg 
cctctgaaaa 
ttgaagtggt 
tctttgttca 
ggctggtacg 
catttaaaat 
tcactggggt 
agccccttct 
ctcaatcata 
tgccgcacac 
agcttctgaa 
ataaacgttg 
atttgcttag 
atagtgaaag 
agatggcaat 
acgaggacgc 
tagtgcagtc 
tggtccacta 
aatgtattac 
ctgaaatttt 
ctcattgttt 
atccttccag 
ccaggatgtg 
ccgtgggtac 
gccagattca 
tgggttctgg 
tagctattaa 
atgaggttgc 
ttgagacgcc 
tgatcttgtc 
agatactcgt 
cagaaaatgt 
gttttgcccg 
acctggctcc 
ttggggtcat 



tcctcgccct 
cagcccaggg 
tcctggctca 
gcccggccct 
gctgctgccc 
gcccgggccc 
tctgcagatc 
cagcctggcg 
tggtttctac 
catccttcag 
cttgtcacgt 
ttcatacaga 
tcaaggtctt 
acccaacaat 
cagcaccatc 
gcaaaaatca 
cattggacga 
atttgtcatc 
ggggcttttc 
tgcaccgaaa 
ccctggggca 
gaacagtggg 
ggcagagtgc 
caacagaacc 
tgtcaaacac 
caccagcaag 
cctctttcag 
gtctctggaa 
cgaaatcact 
cccatcacca 
ggagatagcc 
aggaaccaac 
agaaaatgtg 
acagtttgga 
aatcattgac 
aattctacag 
tgaaagagtg 
aagtgaaaag 
ggctttgcgg 
gttgctagcc 
gatcattgga 
tgaggtccta 
catctatgta 



cctcctcctc 
acttttccgg 
gcggctgcaa 
gcgccccgcc 
gtggcggcgg 
gcgccgttct 
ggcctgagcc 
cacgtccgcg 
ggaatgtatg 
ctggtgaaag 
tccgccacct 
gctccagctt 
aaatgtgaag 
tgcagcggtg 
cgcacatcat 
ccatcagagt 
ccaattcacc 
cactcctaca 
aggcagggct 
gtaccaaaca 
gagtctgatg 
ctcatggatg 
cagaacgaca 
atcagtccat 
acgaagagga 
gacacgctgc 
aatgacacag 
ccagtaaaaa 
acggcaaatg 
aataacagtg 
atccagcatg 
ttgcacagag 
gacatcagca 
attgtttatg 
aaattacgat 
aaccttcatc 
tttgttgtta 
ggcaggttgc 
caccttcatt 
tcagctgatc 
gagaagtctt 
aggaacaagg 
agcctaagcg 



ctcgccctcc 
aaagttttta 
aactttcctg 
gagcgatgag 
cagctgccgc 
tggctcctgt 
gtgagccggt 
agatggcttg 
ataagatcct 
cggccagtga 
ttgaagactt 
tctgtgatca 
ggtgtggtct 
tgaggcggag 
ctgctgaact 
cgtttattgg 
ttgacaagat 
cccggcccac 
tgcagtgcaa 
actgccttgg 
tggtcatgga 
atatggaaga 
gtggcgagat 
caacaagcaa 
aaagcagcac 
ggaaacggca 
gaagcaggta 
cttcagcttt 
tagtgtatta 
ttctcaccag 
cccttatgcc 
atatctctgt 
cagtatatca 
gaggaaaaca 
ttccaacaaa 
accctggtgt 
tggaaaaact 
cagagcacat 
ttaaaaatat 
cttttcctca 
tccggaggtc 
gctacaatcg 
gcacattccc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 



30 



atttaatgaa gatgaagac^^acgacca aattcagaat gcagctttca t^^kccacc 2640 
aaatccctgg aaggaaatal|^^:atgaagc cattgatctt atcaacaatt tg^Pfcaagt 2700 
aaaaatgaga aagcgctaca gtgtggataa gaccttgagc cacccttggc tacaggacta 2760 
tcagacctgg ttagatttgc gagagctgga atgcaaaatc ggggagcgct acatcaccca 2820 
tgaaagtgat gacctgaggt gggagaagta tgcaggcgag cagcggctgc agtaccccac 2880 
acacctgatc aatccaagtg ctagccacag tgacactcct gagactgaag aaacagaaat 2940 
gaaagccctc ggtgagcgtg tcagcatcct ctgagttcca tctcctataa tctgtcaaaa 3000 
cactgtggaa ctaataaata catacggtca ggtttaacat ttgccttgca gaactgccat 3060 
tattttctgt cagatgagaa caaagctgtt aaactgttag cactgttgat gtatctgagt 3120 
tgccaagaca aatcaacaga agcatttgta ttttgtgtga ccaactgtgt tgtattaaca 3180 
aaagttccct gaaacacgaa acttgttatt gtgaatgatt catgttatat ttaatgcatt 3240 
aaacctgtct ccactgtgcc tttgcaaatc agtgtttttc ttactggagc ttcattttgg 3300 
taagagacag aatgtatctg tgaagtagtt ctgtttggtg tgtcccattg gtgttgtcat 3360 
tgtaaacaaa ctcttgaaga gtcgattatt tccagtgttc tatgaacaac tccaaaaccc 3420 
atgtgggaaa aaaatgaatg aggagggtag ggaataaaat cctaagacac aaatgcatga 3480 
acaagtttta atgtatagtt ttgaatcctt tgcctgcctg gtgtgcctca gtatatttaa 3540 
actcaagaca atgcacctag ctgtgcaaga cctagtgctc ttaagcctaa atgccttaga 3600 
aatgtaaact gccatatata acagatacat ttccctcttt cttataatac tctgttgtac 3660 
tatggaaaat cagctgctca gcaacctttc acctttgtgt atttttcaat aataaaaaat 3720 
attcttgtca aaaaaaaaaa aa 3742 

<210> 24 
<211> 912 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> UNSURE 
<222> (0) . . . (0) 

<223> PRKCM kinase polypeptide 



<400> 24 
Met Ser Ala Pro 
1 

Ala Ala Ala Ala 
20 

Pro Gly Pro Ala 
35 

lie Ser Phe His 
50 

Leu Gin Asp Ser 
65 

Ala Cys Ser lie 

Met Tyr Asp Lys 
100 

lie Leu Gin Leu 
115 

He Glu Val Val 
130 

Arg Pro His Ala 
145 

Asp His Cys Gly 

Cys Glu Gly Cys 
180 

Pro Asn Asn Cys 
195 

Leu Thr Gly Val 
210 

Ser Ala Pro Asp 
225 



Pro Val Leu Arg 

5 

Ala Ala Ala Ala 

Pro Phe Leu Ala 
40 

Leu Gin He Gly 
55 

Ser Gly Asp Tyr 
70 

Val Asp Gin Lys 
85 

He Leu Leu Phe 

Val Lys Ala Ala 
120 

Leu Ser Arg Ser 
135 

Leu Phe Val His 
150 

Glu Met Leu Trp 
165 

Gly Leu Asn Tyr 

Ser Gly Val Arg 
200 

Ser Thr He Arg 
215 

Glu Pro Leu Leu 
230 



Pro Pro Ser Pro 
10 

Ala Ala Leu Val 
25 

Pro Val Ala Ala 

Leu Ser Arg Glu 
60 

Ser Leu Ala His 
75 

Phe Pro Glu Cys 
90 

Arg His Asp Pro 
105 

Ser Asp He Gin 

Ala Thr Phe Glu 
140 

Ser Tyr Arg Ala 
155 

Gly Leu Val Arg 
170 

His Lys Arg Cys 
185 

Arg Arg Arg Leu 

Thr Ser Ser Ala 
220 

Gin Lys Ser Pro 
235 



Leu Leu Pro Val 
15 

Pro Gly Ser Gly 
30 

Pro Val Gly Gly 
45 

Pro Val Leu Leu 

Val Arg Glu Met 
80 

Gly Phe Tyr Gly 
95 

Thr Ser Glu Asn 
110 

Glu Gly Asp Leu 
125 

Asp Phe Gin He 

Pro Ala Phe Cys 
160 

Gin Gly Leu Lys 
175 

Ala Phe Lys He 
190 

Ser Asn Val Ser 
205 

Glu Leu Ser Thr 

Ser Glu Ser Phe 
240 
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Met 
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He 
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He 










805 
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Val 
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Met 


Arg 
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Ara 


Tvr 


Ser 


Val 


Asp 


Lvs 








820 
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Pro 


Tro 


Leu 


Gin 


Asp 


Tvr 


Gin 


Thr 


Trp 


Leu Asp 


Leu 
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He 
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Glu 
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<210> 25 

<211> 1597 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (0) . . . (0) 

<223> NEK6 kinase polynucleotide 



<400> 25 

gcggccgctg 

caccggtccc 

gcatgcagga 

tgccacaccc 

tttcgctgct 

gaggtgtaca 

atctttgaga 

aagcaactga 

ctgaacattg 

aagaagcaga 

agcgccgtgg 

gtgttcatca 

agctctgaga 

aggatccatg 

tacgagatgg 

tgccagaaga 

ttacgagaac 

tacgtgcacc 

caccgtgcct 

ggccacctgg 

gcccagcctt 

tcactgatgg 

tcaataaggg 

aatctttagg 

gagaccgtgt 

tcttggtatc 

ggaaatcatt 



cgccgcaaac 
ccagcggcag 
tggcaggaca 
tggggcctgt 
cgctggcgga 
aggccacctg 
tgatggacgc 
accacccaaa 
tgctggagtt 
agcggctcat 
agcacatgca 
cagccacggg 
ccaccgcagc 
agaacggcta 
cagccctcca 
tcgagcagtg 
tggtcagcat 
aggtggccaa 
tatcaaagcc 
tagcctagaa 
acagcagatg 
tcagattcca 
caggtggttc 
gtaattcctc 
gatttgtgta 
ttttcaatca 
tttttccgtg 



tcgtgtggga 
ccgagcccgc 
gcccggccac 
gcatcctcct 
cttccagatc 
cctgctggac 
caaggcgagg 
tatcatcaag 
ggctgacgca 
cccggagagg 
ttcacgccgg 
cgtcgtgaag 
ccactcccta 
caacttcaag 
gagccccttc 
tgactacccc 
gtgcatctgc 
gcagatgcac 
agcaccactt 
cagctaagac 
ctgaaggcag 
aagtcctttc 
agcgagccac 
cagtgacctg 
gtgagccttt 
agctgtgtgc 
gaaaaaaaaa 



cgcaccgctc 
ccgcgcgccg 
atgccccatg 
gacccacaga 
gaaaagaaga 
aggaagacag 
caggactgtg 
tatttggact 
ggggacctct 
acagtatgga 
gtgatgcacc 
ctcggtgacc 
gtggggacgc 
tccgacatct 
tatggagata 
ccactccccg 
cctgaccccc 
atctggatgt 
tgccttactt 
cacagggttc 
agcagctgag 
tttatactgt 
ggcagccccc 
tcaaggctta 
gaaaatggtt 
ttaatttact 
aaaaaaa 



cagccgcccg 
ttcgtgccct 
gagggagttc 
ggcatcccaa 
taggccgagg 
tggctctgaa 
tcaaggagat 
cgtttatcga 
cgcagatgat 
agtactttgt 
gagacatcaa 
ttggtctggg 
cctactacat 
ggtccttggg 
agatgaatct 
gggagcacta 
accagagacc 
ccagcacctg 
gagtcgtctt 
agcaggttcc 
ggaggggcgc 
tgtggacaat 
tgtatctgga 
tgctaacagg 
agtaccgggt 
ctgttgtaaa 



cgggccagcg 
cgtgaggctg 
caacaacctc 
cacgctgtct 
acagttcagc 
gaaggtgcag 
cggcctcttg 
agacaacgag 
caagtacttt 
gcagctgtgc 
gcctgccaac 
ccgcttcttc 
gtcaccggag 
ctgtctgctg 
cttctccctg 
ctccgagaag 
tgacatcgga 
agcgtggatg 
ctcttcgagt 
ccaaaaggct 
tggccacatg 
ctcagctggg 
ttgtaatgtg 
agacttgcag 
tcagtttagt 
gggataaagt 
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<210> 26 
<211> 306 

<212> PRT f 
<213> Homo sapiens 



<220> 

<221> UNSURE 

<222> (0) . . . (0) 

<223> NEK6 kinase polypeptide 



<400> 26 
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245 
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He 
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His 
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Glu 
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Thr Leu Gly Pro 
15 

Leu Ser Phe Arg 
30 

Gly Arg Gly Gin 
45 

Arg Lys Thr Val 

Ala Lys Ala Arg 
80 

Leu Asn His Pro 
95 

Asn Glu Leu Asn 
110 

Gin Met He Lys 
125 

Thr Val Trp Lys 

His Ser Arg Arg 
160 

He Thr Ala Thr 
175 

Phe Phe Ser Ser 
190 

Tyr Tyr Met Ser 
205 

Ser Asp He Trp 

Gin Ser Pro Phe 
240 

Lys He Glu Gin 
255 

Glu Lys Leu Arg 
270 

Gin Arg Pro Asp 
285 

He Trp Met Ser 
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<220> 
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<223> PDPK1 kinase polynucleotide 
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<400> 27 

cgcttcgggg 

ccgcgccgac 

ccagtccagc 

gtccagcacg 

tgcagccgag 

tcggaagaag 

cacggttgtc 

gaagcgacat 

gtcgcgcctg 

actgtatttc 

cggttcattc 

gtacttgcac 

tgaagatatg 

caaacaagcc 

cacggagaag 

gcttgtggca 

cattaagttg 

gaaacttttg 

acctcttaaa 

gcctccgaag 

caattatgac 

acactccctg 

gtacattcac 

gaagaggttg 

taatttaata 

acagctgttg 

gaaaggtgaa 

ctttgtccac 

gtggtgcagg 

tgtgcagtga 

cggcttggcc 

agaggcggaa 



za tqqc 



aggaggacgcJ^MBggaggcg 

gcggggccca tggccaggac 
gtggtgttat gttcctgccc 
ccccctggca ttcctggtgg 
cctcggcccg gcgccggctc 
cggcctgagg acttcaagtt 
ctggctcgag aactggcaac 
atcataaaag agaacaaggt 
gatcacccct tctttgttaa 
ggccttagtt atgccaaaaa 
gatgagacct gtacccgatt 
ggcaagggca tcattcacag 
cacatccaga tcacagattt 
agggccaact cattcgtggg 
tccgcctgta agagttcaga 
ggactcccac cattccgagc 
gaatatgact ttccagaaaa 
gttttagatg ccacaaagcg 
gcacacccgt tcttcgagtc 
ctcaccgctt acctgccggc 
aatctcctga gccagtttgg 
tcagcctccg acacgggcct 
gatctggact cgaactcctt 
ttgttggaga agcaggctgg 
ctaaagatgg gcccagtgga 
ctcacagaag gaccacattt 
attccttggt cacaagaact 
acgcctaaca ggacgtatta 
aagatccagg aggtttggag 
cgtggcctgc ggccgggctg 
gccatccggg acgcttccag 
accttgcagc atttttattt 



ccgagccgcg 
caccagccag 
atccccatca 
cagcaggcag 
cctgcagcat 
tgggaaaatc 
ctccagagaa 
cccctatgta 
gctttacttc 
tggagaacta 
ttacacggct 
ggaccttaaa 
tggaacagca 
aacagcgcag 
cctttgggct 
tggaaacgag 
attcttccct 
gttaggctgt 
cgtcacgtgg 
tatgtcggaa 
ctgcatgcag 
gccccagagg 
tgaactggac 
cggaaaccct 
taagcggaag 
atattatgtg 
tcgaccagag 
tctgatggac 
gcagcgatac 
cccttcgctg 
accacctgcc 



cagcgctgcg 
ctgtatgacg 
atggtgagga 
ggccccgcca 
gcccagcctc 
cttggggaag 
tatgcgatta 
accagagagc 
acatttcagg 
cttaaatata 
gagattgtgt 
ccggaaaaca 
aaagtcttat 
tacgtttctc 
cttggatgca 
tatcttatat 
aaggcaagag 
gaggaaatgg 
gagaacctgc 
gacgacgagg 
gtgtcttcgt 
tcaggcagca 
ttacagtttt 
tggcaccagt 
ggtttatttg 
gatcctgtca 
gccaagaatt 
cccagcggga 
cagagccacc 
ccaggacacc 
agccatcaca 



gg^ggcgc 

ccgtgcccat 
cccagactga 
tggacggcac 
cgccgcagcc 
gctctttttc 
aaattctgga 
gggatgtcat 
acgacgaaaa 
ttcgcaaaat 
ctgctttaga 
ttttgttaaa 
ccccagagag 
cagagctgct 
taatatacca 
ttcagaagat 
acctcgtgga 
aaggatacgg 
accagcagac 
actgctatgg 
cctcctcctc 
acatagagca 
ccgaagatga 
ttgtagaaaa 
caagacgacg 
acaaagtttt 
ttaaaacttt 
acgcacacaa 
cggacgccgc 
tgccccagcg 
aggggaacgc 
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<221> UNSURE 
<222> (0) . . . (0) 

<223> PDPK1 kinase polypeptide 
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130 

Leu Tyr Phe Thr 
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Tyr Ala Lys Asn 

Phe Asp Glu Thr 
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Leu Glu Tyr Leu 
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